SEQUENCE LISTING 



! 

;ij GENERAL INFORMATION: 

(i> APPLICANT: 

(A) NAME: Rotkreuzstif tung Zentrallaboratonum 

Blutspendedienst 

(B) STREET: Wankdorf strasse 10 

(C) CITY: Bern 22 

(E) COUNTRY: Switzerland 

(F) POSTAL CODE (ZIP): CH-3000 

(ii) TITLE OF INVENTION: Recombinant Fab-fragment with reactivity 
against Rhesus D antigens, DNA encoding them, complete 
antibodies comprising the Fab fragments and process for 
their preparation 

(iii) NUMBER OF SEQUENCES: 64 

(iv) COMPUTER READABLE FORM: 

(A) MEDIUM TYPE: Floppy disk 

(B) COMPUTER: IBM PC compatible 

(C) OPERATING SYSTEM: PC-DOS/MS-DOS 

(D) SOFTWARE: Patentln Release #1.0, Version #1.30 (EPO) 

CURRENT APPLICATION DATA: 

APPLICATION NUMBER: PCT/EP97/ 03253 
PRIOR APPLICATION DATA: 

(A) APPLICATION NUMBER: EP 96810421.6 

(B) FILING DATE: 24-JUN-1996 



(2) INFORMATION FOR SEQ ID NO: 1: 

(i) SEQUENCE CHARACTERISTICS : 

(A) LENGTH: 37 5 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEDNESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: cDNA to mRNA 

(iii) HYPOTHETICAL: NO 

(iv) ANTI-SENSE: NO 

(v) FRAGMENT TYPE: N- terminal 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo sapiens 

(C) INDIVIDUAL ISOLATE: Hyperimmune Rhesus D donor 

(D) DEVELOPMENTAL STAGE: Adult 

(E) HAPLOTYPE: Diploid 

(G) CELL TYPE: Peripheral lymphocyte B 



(vii) IMMEDIATE SOURCE: 

(A) LIBRARY: cDNA Library, LD1 

(B) CLONE: LD1-40 

(viii) POSITION IN GENOME: 

(A) CHROMOSOME/ SEGMENT: Chromosome 14 

(B) MAP POSITION: q32.3 

(C) UNITS: Chromosome band number 



(ix) FEATURE: 

(A) NAME /KEY: CDR1, CDR2 , CDR3 

(B) LOCATION: join(91.. 105, 148.. 198, 295.-342) 

(ix) FEATURE: 

(A) NAME /KEY: CDS 

( (D) 5^ I SiS^HOHs /product- "Immunoglobulin, Fab" 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 1: 

•Ar GTG AAA CTG CTC GAG TCT GGG GGA GGC GTG GTC CAG CCT GGG AGG 
an vll Lys Leu Leu Glu Ser Gly Gly Gly Val Val Gin Pro Gly Arg 
1 5 10 

'CC CTG AGA CTC TCC TGT ATA GCG TCT GGA TTC ACC CTC AGG AAT TAT 
|2 Leu £rg Leu Ser Cys He Ala Ser Gly Phe Thr Leu Arg Asn Tyr 
20 25 

•rc ATG CAC TGG GTC CGC CAG GCT CCA GGC AAG GGG CTG GAG TGG GTG 
S Se? His ?rp Sal Arg Gin Ala Pro Gly Lys Gly Leu Glu Trp Val 

35 40 
, CA ATA TGG TTT GAT GGA AGT AAC AAA AAC TAT GCA GAC TCC GTG 

£ 2£ lie Trp Phe Asp Gly Ser Asn Lys Asn Tyr Ala Asp Ser Val 



50 



55 



rrc CGA TTC ACC ATC TCC AGA GAC AAT TCC AAG AAC ACG CTG TAT 
£2 TlV Arg Phe Thr lie Ser Arg Asp Asn Ser Lys Asn Thr Leu Tyr 

65 70 75 

CTG CAA CTG AAC AGC CTG AGA GAC GAG GAC ACG GCT GTG TAT TAT TGT 
Leu Gin Leu Asn Ser Leu Arg Asp Glu Asp Thr Ala Val Tyr Tyr uy 



85 



90 



mi nrT rCT ATT TCT AGG TTC TAT TAC TAC ATG 
£a j£ SS SS SS SS Lr Phe Tyr Tyr Tyr Met 

100 105 

GAC GTC TGG GGC AAA GGG ACC ACG GTC ACC GTC TCC CCA 
Asp Val Trp Gly Lys Gly Thr Thr Val Thr Val Ser Pro 
115 120 

(2) INFORMATION FOR SEQ ID NO: 2: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 125 amino acids 

(B) TYPE: amino acid 
(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: protein 

(Xi) SEQUENCE DESCRIPTION: SEQ ID NO: 2. 

Gin val Lys Leu Leu Glu Ser Gly Gly Gly Val Val Gin Pro Gly Arg 
1 5 10 

Ser Leu Arg Leu Ser Cys He Ala Ser Gly Phe Thr Leu Arg Asn Tyr 

20 25 
Ala Met His Trp Val Arg Gin Ala Pro Gly Lys Gly Leu Glu Trp Val 



48 



96 



144 



192 



240 



288 



336 



375 



La Gly lie Trp Phe Asp Gly Ser Asn Lys Asn Tyr Ala Asp Ser Val 
* 50 55 60 

/s Gly Arg Phe Thr He Ser Arg Asp Asn Ser Lys Asn Thr Leu Tyr 
55 70 75 80 

-u Gin Leu Asn Ser Leu Arg Asp Glu Asp Thr Ala Val Tyr Tyr Cys 

85 90 95 

la Arg Glu Arg Ala Ala Arg Gly He Ser Arg Phe Tyr Tyr Tyr Met 
100 105 HO 

sp Val Trp Gly Lys Gly Thr Thr Val Thr Val Ser Pro 
115 120 125 

2) INFORMATION FOR SEQ ID NO: 3: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 318 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEDNESS: single 

( D ) TOPOLOGY : 1 inear 

(ii) MOLECULE TYPE: cDNA to inRNA 

(iii) HYPOTHETICAL: NO 

(iv) ANTI -SENSE: NO 

(v) FRAGMENT TYPE: N- terminal 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo sapiens 

(C) INDIVIDUAL ISOLATE: hyperimmune Rhesus D donor 

(D) DEVELOPMENTAL STAGE: Adult 

(E) HAPLOTYPE: diploid 

(G) CELL TYPE: Peripheral lymphocyte B 

(vii) IMMEDIATE SOURCE: 

(A) LIBRARY: cDNA library, LD1 

( B ) CLONE : LD 1 - 4 0 

(viii) POSITION IN GENOME: 

(A) CHROMOSOME/ SEGMENT: Chromosome 2 

(B) MAP POSITION: pll 

(C) UNITS: Chromosome band number 

(ix) FEATURE: 

(A) NAME /KEY: CDS 

(B) LOCATION:!. .318 . 

(D) OTHER INFORMATION: /product= "Immunoglobulin, Fab 

(ix) FEATURE: 

(A) NAME/KEY: CDR1, CDR2 , CDR3 

(B) LOCATION: join (64 . .96 , 142.. 162, 259.. 288) 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 3: 

GTG ATG ACC CAG TCT CCA TCC TCC CTG TCT GCA TCT GTA GGC GAC AGA 
Val Met Thr Gin Ser Pro Ser Ser Leu Ser Ala Ser Val Gly Asp Arg 
15 10 15 



;TC ACC ATC ACT TGC CGG GCA AGT CAG AGC ATT AGG AGC CAT TTG AAT 
r al Thr lie Thr Cys Arg Ala Ser Gin Ser lie Arg Ser His Leu Asn 
20 25 30 



96 



?GG TAT CAG CAG AAA CCA GGG AAA GCC CCT AAG TTG CTG ATC TAT GGT 144 

.'rp Tyr Gin Gin Lys Pro Gly Lys Ala Pro Lys Leu Leu lie Tyr Gly 
35 40 45 

JCG TCC ACT TTG CAA AGT GGC GTC CCA TCA AGG TTC AGT GGC AGT GGC 192 

da Ser Thr Leu Gin Ser Gly Val Pro Ser Arg Phe Ser Gly Ser Gly 
50 55 60 

?CT GGG GCA GTT TTC ACT CTC ACC ATC GCC AGT CTA CAA CCT GAA GAT 240 

>er Gly Ala Val Phe Thr Leu Thr lie Ala Ser Leu Gin Pro Glu Asp 
65 70 75 80 

[»TT GCA ACT TAC TAC TGT CAA GAG AGT TAC AGT AAT CCT CTA ATC ACC 288 

?he Ala Thr Tyr Tyr Cys Gin Glu Ser Tyr Ser Asn Pro Leu lie Thr 

85 90 95 

PTC GGC CAA GGG ACA CGA CTG GAG ACT AAA 318 

Phe Gly Gin Gly Thr Arg Leu Glu Thr Lys 
100 105 



(2) INFORMATION FOR SEQ ID NO: 4: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 106 amino acids 

(B) TYPE: amino acid 
(D) TOPOLOGY : linear 

(ii) MOLECULE TYPE: protein 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 4: 

^al Met Thr Gin Ser Pro Ser Ser Leu Ser Ala Ser Val Gly Asp Arg 
15 10 15 

Val Thr lie Thr Cys Arg Ala Ser Gin Ser lie Arg Ser His Leu Asn 
20 25 30 

Trp Tyr Gin Gin Lys Pro Gly Lys Ala Pro Lys Leu Leu lie Tyr Gly 
35 40 45 

Ala Ser Thr Leu Gin Ser Gly Val Pro Ser Arg Phe Ser Gly Ser Gly 
50 55 60 

Ser Gly Ala Val Phe Thr Leu Thr lie Ala Ser Leu Gin Pro Glu Asp 
65 70 75 80 

Phe Ala Thr Tyr Tyr Cys Gin Glu Ser Tyr Ser Asn Pro Leu lie Thr 

85 90 95 

Phe Gly Gin Gly Thr Arg Leu Glu Thr Lys 
100 105 

(2) INFORMATION FOR SEQ ID NO: 5: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 375 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEDNESS : single 

(D) TOPOLOGY: linear 



(ii) MOLECULE TYPE: cDNA to mRNA 

{iii) HYPOTHETICAL: NO 

(iv) ANTI-SENSE: NO 

(v) FRAGMENT TYPE: N-terminal 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo sapiens 

(C INDIVIDUAL ISOLATE: hyperimmune Rhesus D donor 

(D) DEVELOPMENTAL STAGE: Adult 

(E) HAPLOTYPE: diploid 

(G) CELL TYPE: Peripheral lymphocyte B 

(vii) IMMEDIATE SOURCE: 

(A) LIBRARY: cDNA library, LD1 

(B) CLONE: LD1-52 

fviii) POSITION IN GENOME: 

(A) CHROMOSOME/ SEGMENT: Chromosome 14 

(B) MAP POSITION: q3 2.3 

(C) UNITS: Chromosome band number 

(ix) FEATURE: 

(A) NAME /KEY: CDS 

[d) ^Ser^NF^RMATION: /product "Immunoglobulin, Fab" 

(ix) FEATURE: 

(A) NAME /KEY: CDR1 , CDR2 , CDR3 

(B) LOCATION: join(91.. 105, 148.. 198, 295.-342) 
(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 5: 

32 55 E S S SS S S SS SS ?K ?S SS S S? S? 



1 5 



rcC CTG AGA CTC TCC TGT GAA GCG TCT GGA TTC GCC CTC AGA ACT TCT 
3e? Su Arg Leu Ser Cys Glu Ala Ser Gly Phe Ala Leu Arg Ser Ser 



20 

~GC ATG CAC TGG GTC CGC CAG GCT CCT GGC AAG GGG CTG GAG TGG GTG 
fly nls ?rp Val Arg Gin Ala Pro Gly Lys Gly Leu Glu Trp Val 

35 40 

-CA CTT ATA TGG TTT GAT GGA AGT ATC AGA TCG TAT GCA GAA TCC GTG 
IS Su ni Sp ?he Asp Gly Ser He Arg Ser Tyr Ala Glu Ser Val 
50 55 
CGC CGA TTC ACC ATC TCC AGA GAC ACT TCC AAG AAC ACC CTA TAT 
£s lly Arg III tS He Ser Arg Asp Thr Ser Lys Asn Thr Leu Tyr 

65 70 75 

CTC CAA ATG CGC AGT CTG AGT GCC GAC GAC ACG GCT GTG TAT TAC TGT 
Leu Gin Met Arg Ser Leu Ser Ala Asp Asp Thr Ala Val Tyr Tyr Cys 

8 5 



48 



96 



144 



192 



240 



288 



336 



;ac gtc TGG GGC AAA ggg acc acg gtc acc gtc tcc tca 
Is* Val Trp Gly Lys Gly Thr Thr Val Thr Val Ser Ser 
115 120 125 

[2) INFORMATION FOR SEQ ID NO: 6: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH : 125 amino acids 

(B) TYPE: amino acid 
(D) TOPOLOGY: linear 

(li) MOLECULE TYPE: protein 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 6: 

Sin Val Lys Leu Leu Glu Ser Gly Gly Gly Val Val Gin Pro Gly Gly 
! 5 10 

3er Leu Arg Leu Ser Cys Glu Ala Ser Gly Phe Ala Leu Arg Ser Ser 
20 25 

Sly Met His Trp Val Arg Gin Ala Pro Gly Lys Gly Leu Glu Trp Val 

35 40 4 

Ala Leu lie Trp Phe Asp Gly Ser He Arg Ser Tyr Ala Glu Ser Val 

50 55 
Lys Gly Arg Phe Thr He Ser Arg Asp Thr Ser Lys Asn Thr Leu Tyr 

65 70 75 

Leu Gin Met Arg Ser Leu Ser Ala Asp Asp Thr Ala Val Tyr Tyr Cys 

85 90 

Ala Arg Asp Lys Ala Val Arg Gly lie Ser Arg Tyr Asn Tyr Tyr Met 
100 105 

Asp Val Trp Gly Lys Gly Thr Thr Val Thr Val Ser Ser 
115 120 

(2) INFORMATION FOR SEQ ID NO: 7: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 318 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEDNESS : single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: cDNA to mRNA 

(iii) HYPOTHETICAL: NO 

(iv) ANTI -SENSE: NO 

(v) FRAGMENT TYPE: N-terminal 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo sapiens 

(C) INDIVIDUAL ISOLATE: Hyperimmune Rhesus D donor 

(D) DEVELOPMENTAL STAGE: Adult 

(E) HAPLOTYPE: Diploid 

(G) CELL TYPE: Peripheral lymphocyte B 
(vii) IMMEDIATE SOURCE: 



(A) LIBRARY: cDNA Library, LD1 

(B) CLONE: LD1-52 

(viii) POSITION IN GENOME: 

(A) CHROMOSOME / SEGMENT : Chromosome 2 

(B) MAP POSITION: P 11 

(C) UNITS: chromosome b.No 

(ix) FEATURE: 

(A) NAME /KEY : CDS 

(B) LOCATION: 1. .318 . 

(D) OTHER INFORMATION: /product= "Immunoglobulin, Fab 

( ix ) FEATURE : „ 

(A) NAME /KEY: CDR1, CDR2 , CDR3 

(B) LOCATION: join (64.. 96, 142.. 162, 259.. 288) 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 7: 

-nr- arnr ACC CAG TCT CCA TCC TCC CTG TCT GCA TCT GTA GGA GAC AGA 
?5 Thr Gin s2 Pro Ser Ser Leu Ser Ala Ser Val Gly Asp Arg 

1 5 10 

-TC ACC ATC ACT TGC CGG GCA AGT CAG AAC ATT ATC CGC TAT TTA AAT 
/a? 5S lie Thr Cys Arg Ala Ser Gin Asn He He Arg Tyr Leu Asn 
20 25 

VGG TAT CAG CAG AAG CCA GGG AAA GCC CCT AGG CTC CTG ATC TAT GGT 
£p Ty"r Gin Gin 5% Pro Gly Lys Ala Pro Arg Leu Leu He Tyr Gly 



35 



40 



r „ „„„ » pm TTG CAA act GGG GTC CCA TCA AGG TTC AGT GGC AGT GGA 
£2 Se? Thr Leu Gin 22 Gly Val Pro Ser Arg Phe Ser Gly Ser Gly 



50 55 



TCT GGG ACA GAT TTC ACT CTC ACC ATC AGT AGT CTG CAA CCT GAA GAT 
Ser Gly Thr Asp Phe Thr Leu Thr He Ser Ser Leu Gin Pro Glu Asp 
65 70 75 



mmm gcA ACT TAC TAC TGT CAA CAG AGT TAC CGT ACC CCT CCA TTC ACT 
Pne A?a Thr £yr Tyr Cys Gin Gin Ser Tyr Arg Thr Pro Pro Phe Thr 

85 90 



TTC GGC CCT GGG ACC AAA GTG GAG ATC AAA 
Phe Gly Pro Gly Thr Lys Val Glu He Lys 
100 105 



(2) INFORMATION FOR SEQ ID NO: 8: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 106 amino acids 

(B) TYPE: amino acid 
(D) TOPOLOGY: linear 



(ii) MOLECULE TYPE: protein 

(Xi) SEQUENCE DESCRIPTION: SEQ ID NO: 8: 

val Met Thr Gin Ser Pro Ser Ser Leu Ser Ala Ser Val Gly Asp Arg 
! 5 10 

Val Thr lie Thr Cys Arg Ala Ser Gin Asn He He Arg Tyr Leu Asn 



48 



96 



144 



192 



240 



288 



318 



rp Tyr Gin Gin Lys Pro Gly Lys Ala Pro Arg Leu Leu He Tyr Gly 
• 35 40 45 

la Ser Thr Leu Gin Ser Gly Val Pro Ser Arg Phe Ser Gly Ser Gly 

cc fin 



55 60 

er Gly Thr Asp Phe Thr Leu Thr He Ser Ser Leu Gin Pro Glu Asp 
65 70 75 80 

he Ala Thr Tyr Tyr Cys Gin Gin Ser Tyr Arg Thr Pro Pro Phe Thr 

85 90 95 

he Gly Pro Gly Thr Lys Val Glu He Lys 
100 105 

2) INFORMATION FOR SEQ ID NO: 9: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 375 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEDNESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: cDNA to mRNA 

(iii) HYPOTHETICAL: NO 

(iv) ANTI-SENSE: NO 

(v) FRAGMENT TYPE: N-terminal 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo sapiens 

(C) INDIVIDUAL ISOLATE: Hyperimmune Rhesus D donor 

(D) DEVELOPMENTAL STAGE: Adult 

(E) HAPLOTYPE: diploid 

(G) CELL TYPE: Peripheral lymphocyte B 

(vii) IMMEDIATE SOURCE: 

(A) LIBRARY: cDNA LIBRARY, LD1 

(B) CLONE: LD1-84 

(viii) POSITION IN GENOME: 

(A) CHROMOSOME/ SEGMENT: Chromosome 14 

(B) MAP POSITION: q3 2.3 

(C) UNITS: Chromosome band number 

(ix) FEATURE : 

(A) NAME/KEY: CDR1, CDR2 , CDR3 

(B) LOCATION: join(91. .105, 148.. 198, 295.. 342) 

(ix) FEATURE: 

(A) NAME/KEY: CDS 

(B) LOCATION: 1. .375 . 

(D) OTHER INFORMATION: /product= "Immunoglobulin, Fao 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 9: 

CAG GTG AAA CTG CTC GAG TCT GGG GGA GGC GTG GTC CAG CCG GGG GGG 
Gin Val Lys Leu Leu Glu Ser Gly Gly Gly Val Val Gin Pro Gly Gly 
15 10 15> 



CC CTG AGA CTC TCC TGT GAA GCG TCT GGA TTC ACC CTC AGA AGT TCT 96 
er Leu Arg Leu Ser Cys Glu Ala Ser Gly Phe Thr Leu Arg Ser Ser 
20 25 30 

IGC ATG CAC TGG GTC CGC CAG GCT CCT GGC AAG GGG CTG GAG TGG GTG 144 
Hy Met His Trp Val Arg Gin Ala Pro Gly Lys Gly Leu Glu Trp Val 
35 40 45 

r 

iCA CTT ATA TGG TTT GAT GGA AGT ATC AGA TCG TAT GCA GAA TCC GTG 192 
,1a Leu lie Trp Phe Asp Gly Ser He Arg Ser Tyr Ala Glu Ser Val 
50 55 60 

AG GGC CGA TTC ACC ATC TCC AGA GAC ACT TCC AAG AAC ACC CTA TAT 240 
iVS Gly Arg Phe Thr He Ser Arg Asp Thr Ser Lys Asn Thr Leu Tyr 
65 70 75 80 

'TC CAA ATG CGC AGT CTG AGT GCC GAC GAC ACG GCT GTG TAT TAC TGT 288 
leu Gin Met Arg Ser Leu Ser Ala Asp Asp Thr Ala Val Tyr Tyr Cys 

85 90 95 

JCG AGA GAC AAG GCG GTT CGG GGA ATT AGC AGG TAC AAC TAT TAC ATG 33 6 

via Arg Asp Lys Ala Val Arg Gly He Ser Arg Tyr Asn Tyr Tyr Met 
100 105 110 

;AC GTC TGG GGC AAA GGG ACC ACG GTC ACC GTC TCC TCA 375 
Vsp Val Trp Gly Lys Gly Thr Thr Val Thr Val Ser Ser 
115 120 125 

(2) INFORMATION FOR SEQ ID NO: 10: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 125 amino acids 

(B) TYPE: amino acid 
(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: protein 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 10: 

31n Val Lys Leu Leu Glu Ser Gly Gly Gly Val Val Gin Pro Gly Gly 
1 5 10 15 

Ser Leu Arg Leu Ser Cys Glu Ala Ser Gly Phe Thr Leu Arg Ser Ser 
20 25 30 

Gly Met His Trp Val Arg Gin Ala Pro Gly Lys Gly Leu Glu Trp Val 
35 40 45 

Ala Leu He Trp Phe Asp Gly Ser He Arg Ser Tyr Ala Glu Ser Val 
50 55 60 

Lys Gly Arg Phe Thr He Ser Arg Asp Thr Ser Lys Asn Thr Leu Tyr 
65 70 75 80 

Leu Gin Met Arg Ser Leu Ser Ala Asp Asp Thr Ala Val Tyr Tyr Cys 

85 90 95 

Ala Arg Asp Lys Ala Val Arg Gly He Ser Arg Tyr Asn Tyr Tyr Met 
100 105 HO 

Aso Val Trp Gly Lys Gly Thr Thr Val Thr Val Ser Ser 
115 120 125 

(2) INFORMATION FOR SEQ ID NO: 11: 



(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 315 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEDNESS : single 

( D ) TOPOLOGY : 1 inear 

(ii) MOLECULE TYPE: cDNA to mRNA 

(iii) HYPOTHETICAL: NO 

(iv) ANTI-SENSE: NO 

(v) FRAGMENT TYPE: N-terminal 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo sapiens 

(C) INDIVIDUAL ISOLATE: Hyperimmune rhsus D donor 

(D) DEVELOPMENTAL STAGE: Adult 

(E) HAPLOTYPE: diploid 

(G) CELL TYPE: Peripheral lymphocyte B 

(vii) IMMEDIATE SOURCE: 

(A) LIBRARY: cDNA LIBRARY, LD1 

(B) CLONE: LD1-84 

(viii) POSITION IN GENOME: 

(A) CHROMOSOME/ SEGMENT: Chromosome 2 

(B) MAP POSITION: pll 

(C) UNITS: Chromosome band number 

(ix) FEATURE: 

(A) NAME/KEY: CDS 

(B) LOCATION: 1. . 315 

(D) OTHER INFORMATION: /product= "Immunoglobulin, 

(ix) FEATURE: 

(A) NAME/KEY: CDR1, CDR2 , CDR3 

(B) LOCATION: join (64 . .96, 142.. 162, 259.. 285) 



48 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 11: 

GTG ATG ACC CAG TCT CCA TCC TCC CTG TCT GCA TCT ATA GGA GAC AGA 
Val Met Thr Gin Ser Pro Ser Ser Leu Ser Ala Ser He Gly Asp Arg 
15 10 15 

GTC ACC ATC ACC TGC CGG GCA AGT CAG AGT ATC ATC AGG TAT TTG AAT 9 6 

Val Thr He Thr Cys Arg Ala Ser Gin Ser He He Arg Tyr Leu Asn 
20 25 30 

TGG TAT CAG CAC AAA CCA GGA AAA GCC CCT AAA CTC CTC ATC TTT GCT 144 
Trp Tyr Gin His Lys Pro Gly Lys Ala Pro Lys Leu Leu He Phe Ala 
35 40 45 

GCA TCG AAT TTG CAA ACT GGG GTC CCA TCC AGG TTC AGT GGC AGT GGA 192 
Ala Ser Asn Leu Gin Thr Gly Val Pro Ser Arg Phe Ser Gly Ser Gly 
50 55 60 

TCT GGG ACA GAT TTC ACT CTC ACC ATC AGT GAC CTG CAG CCT GAG GAT 24 0 

Ser Gly Thr Asp Phe Thr Leu Thr lie Ser Asp Leu Gin Pro Glu Asp 
65 70 75 80 

TTC GCA ACT TAC TAC TGT CAA CAG AGT TAC AGT AGG CCG TTC ACT TTT 288 



he Ala Thr Tyr Tyr Cys Gin Gin Ser Tyr Ser Arg Pro Phe Thr Phe 

85 90 95 

GC CGG GGG ACC AGC CTG GAC ATC AAA 
lv Arq Gly Thr Ser Leu Asp lie Lys 
100 105 

2) INFORMATION FOR SEQ ID NO: 12: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 105 amino acids 

(B) TYPE: amino acid 
(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: protein 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 12: 

ral Met Thr Gin Ser Pro Ser Ser Leu Ser Ala Ser He Gly Asp Arg 
1 5 10 15 

7al Thr He Thr Cys Arg Ala Ser Gin Ser He He Arg Tyr Leu Asn 
20 25 30 

Drp Tyr Gin His Lys Pro Gly Lys Ala Pro Lys Leu Leu He Phe Ala 

40 45 



35 



Ua Ser Asn Leu Gin Thr Gly Val Pro Ser Arg Phe Ser Gly Ser Gly 
50 55 60 

Ser Gly Thr Asp Phe Thr Leu Thr He Ser Asp Leu Gin Pro Glu Asp 

70 75 80 



65 



Phe Ala Thr Tyr Tyr Cys Gin Gin Ser Tyr Ser Arg Pro Phe Thr Phe 

90 95 



85 



Sly Arg Gly Thr Ser Leu Asp He Lys 
100 105 

(2) INFORMATION FOR SEQ ID NO: 13: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 37 5 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEDNESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: cDNA to mRNA 

(iii) HYPOTHETICAL: NO 

(iv) ANTI-SENSE: NO 

(v) FRAGMENT TYPE: N-terminal 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo sapiens 

(C) INDIVIDUAL ISOLATE: Hyperimmune Rhesus D donor 

(D) DEVELOPMENTAL STAGE: adult 

(E) HAPLOTYPE: diploid 

(G) CELL TYPE: Peripheral lymphocyte B 



315 



(vii) IMMEDIATE SOURCE: 

(A) LIBRARY: cDNA LIBRARY, LD1 



(B) CLONE: LD1-110 



fviii) POSITION IN GENOME: 

(A) CHROMOSOME/ SEGMENT: Chromosome 14 

(B) MAP POSITION: q32.3 

(C) UNITS: Chromosome band number 



(ix) FEATURE: 

(A) NAME/KEY: CDS 

(B) LOCATION: 1. • 375 i?,vo. 
(D) OTHER INFORMATION: /product= "Immunoglobulin, Fab 

(ix) FEATURE: 

(A) NAME/KEY: CDRl, CDR2 , CDR3 

(B) LOCATION: join(91. .105, 148.. 198, 295.-348) 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 13: 

PAG GTG AAA CTG CTC GAG TCT GGG GGA GGC GTG GTC CAG CCT GGG AGG 
Gin SS Jyt LeS Leu Glu Ser Gly Gly Gly Val Val Gin Pro Gly Arg 

TCC CTG AGA CTC TCC TGT ATA GCG TCT GGA TTC ACC CTC AGG AAT TAT 
Ser Su £g £S Ser Cys He Ala Ser Gly Phe Thr Leu Arg Asn Tyr 

- - 25 



20 



GCC ATG CAC TGG GTC CGC CAG GCT CCA GGC AAG GGG CTG GAG TGG GTG 
A?a Me? His Trp Val Arg Gin Ala Pro Gly Lys Gly Leu Glu Trp Val 
35 40 

GCA GGT ATA TGG TTT GAT GGA AGC AAC AAA AAC TAT GCA GAC TCC GTG 
Ali £5 lie Trp Phe Asp Gly Ser Asn Lys Asn Tyr Ala Asp Ser Val 
50 55 60 

**r rrr CGA TTC ACC ATC TCC AGA GAC AAC TCC AAG AAC ACT CTG TTT 
£s Sy Arg III tS lie Ser Arg Asp Asn Ser Lys Asn Thr Leu Phe 
65 70 75 

CTG CAC ATG AAC AGC CTG AGA GCC GAG GAC ACG GCT ACA TAT TAC TGT 
Leu His Met Asn Ser Leu Arg Ala Glu Asp Thr Ala Thr Tyr Tyr Cys 

85 90 

GCG AGA GAG AGG GCG ATT CGG GGA ATC AGT AGA TAC AAT TAG TAC ATG 
Arg 
100 



GCG AGA GAG AGG GCG ATT CGG CiUA at^ a^x «v*« _ ~ 

A?a Arg Glu Arg Ala He Arg Gly lie Ser Arg Tyr Asn Tyr Tyr Met 



GAC GTC TGG GGC AAG GGG ACC ACG GTC ACC GTC TCC TCA 
Asp Val Trp Gly Lys Gly Thr Thr Val Thr Val Ser Ser 
!15 120 



48 



96 



144 



192 



240 



288 



336 



375 



(2) INFORMATION FOR SEQ ID NO: 14: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 125 amino acids 

(B) TYPE: amino acid 
(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: protein 

(Xi) SEQUENCE DESCRIPTION: SEQ ID NO: 14: 

Gin Val Lys Leu Leu Glu Ser Gly Gly Gly Val Val Gin Pro Gly Arg 
15 10 15 



Ser Leu Arg Leu Ser Cys He Ala Ser Gly Phe Thr Leu Arg Asn Tyr 
20 25 30 

Ma Met His Trp Val Arg Gin Ala Pro Gly Lys Gly Leu Glu Trp Val 
35 40 45 

Ma Gly He Trp Phe Asp Gly Ser Asn Lys Asn Tyr Ala Asp Ser Val 
50 55 60 

Lys Gly Arg Phe Thr He Ser Arg Asp Asn Ser Lys Asn Thr Leu Phe 
65 70 75 

Leu His Met Asn Ser Leu Arg Ala Glu Asp Thr Ala Thr Tyr Tyr Cys 

90 95 



85 



Ala Arq Glu Arg Ala He Arg Gly He Ser Arg Tyr Asn Tyr Tyr Met 

* - - 105 HO 



100 

Asp Val Trp Gly Lys Gly Thr Thr Val Thr Val Ser Ser 
* !15 120 125 

(2) INFORMATION FOR SEQ ID NO: 15: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 315 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEDNESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: cDNA to TtiRNA 

(iii) HYPOTHETICAL: NO 

(iv) ANTI-SENSE: NO 

(v) FRAGMENT TYPE: N-terminal 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo sapiens 

(C) INDIVIDUAL ISOLATE: Hyperimmune Rhesus D donor 

(D) DEVELOPMENTAL STAGE: Adult 

(E) HAPLOTYPE: Diploid 

(G) CELL TYPE: Peripheral lymphocyte B 

(vii) IMMEDIATE SOURCE: 

(A) LIBRARY: cDNA Library, LD1 

(B) CLONE: LD1-110 

(viii) POSITION IN GENOME: 

(A) CHROMOSOME /SEGMENT: Chromosome 2 

(B) MAP POSITION: pll 

(C) UNITS: chromosome b-No 

(ix) FEATURE: 

(A) NAME/KEY: CDS 

( B ) LOCATION : 1 • • 3 15 

(D) OTHER INFORMATION: /product= "Immunoglobulin, Fab" 

(ix) FEATURE : 

(A) NAME /KEY : CDR1, CDR2 , CDR3 

(B) LOCATION: join (64. .96, 142.. 162, 259.-285) 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 15: 

3TG ATG ACC CAG TCT CCA TCC TCC CTG TCT GCA TCT GTA GGA GAC AGA 
Si Met Thr Gin Ser Pro Ser Ser Leu Ser Ala Ser Val Gly Asp Arg 
1 5 10 15 

~TC ACC ATC ACT TGC CGG GCA AGT CAG AGC ATT CGA AGC TCT TTA AAT 
Thr lie Thr Cys Arg- Ala Ser Gin Ser He Arg Ser Ser Leu Asn 

25 30 



20 



PGG TAT CAG CAG AAA CCA GGG AAA GCC CCT AAA GTC CTG ATC TAT GCT 
irp Tyr Gin Gin Lys Pro Gly Lys Ala Pro Lys Val Leu He Tyr Ala 
* 1 40 45 



35 



GCA TCC AGT TTG CAA AGT GGG GTC CCA TCC AGG TTC AGT GGC AGA GGA 
aS Ser Ser Leu Gin Ser Gly Val Pro Ser Arg Phe Ser Gly Arg Gly 

55 60 



50 



TCT GGG ACA GAT TTC ACT CTC ACC ATC AGC AGT CTG CAG CCT GAA GAT 
sS G?y Thr Asp Phe Thr Leu Thr He Ser Ser Leu Gin Pro Glu Asp 



65 



70 



mrpm qqq ACT TAT TAT TGT CAA CAG AGT TCC AGT TCC TCG TGG ACG TTC 
?he A?S 5S "Tyr Tyr Cys Gin Gin Ser Ser Ser Ser Ser Trp Thr Phe 

85 90 

GGC CAA GGG ACC AAG GTG GAA ATC AAA 
Gly Gin Gly Thr Lys Val Glu He Lys 
100 105 



(2) INFORMATION FOR SEQ ID NO: 16: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 105 amino acids 

(B) TYPE: amino acid 
(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: protein j 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 16: 

Val Met Thr Gin Ser Pro Ser Ser Leu Ser Ala Ser Val Gly Asp Arg 
1 5 10 i 

Val Thr lie Thr Cys Arg Ala Ser Gin Ser He Arg Ser Ser Leu Asn 



20 



Trp Tyr Gin Gin Lys Pro Gly Lys Ala Pro Lys Val Leu He Tyr Ala 
35 40 

Ala Ser Ser Leu Gin Ser Gly Val Pro Ser Arg Phe Ser Gly Arg Gly 
50 55 60 

Ser Gly Thr Asp Phe Thr Leu Thr He Ser Ser Leu Gin Pro Glu Asp 
65 70 75 

Phe Ala Thr Tyr Tyr Cys Gin Gin Ser Ser Ser Ser Ser Trp Thr Phe 

85 90 

Gly Gin Gly Thr Lys Val Glu He Lys 
100 105 



(2) INFORMATION FOR SEQ ID NO: 17: 



(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 378 base pairs 

(B) TYPE: nucleic acid 

(C) STRAND EDNESS : single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: CDNA to mRNA 

(iii) HYPOTHETICAL: NO 

(iv) ANTI-SENSE: NO 

(v) FRAGMENT TYPE: N-terminal 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo sapiens , 

(?) INDIVIDUAL ISOLATE: Hyperimmune Rhesus D donor 

(D) DEVELOPMENTAL STAGE: adult 

(E) HAPLOTYPE: diploid 

(G) CELL TYPE: Peripheral lymphocyte B 

(vii) IMMEDIATE SOURCE: 

(A) LIBRARY: cDNA LIBRARY, LD1 

(B) CLONE: LD1-117 

(viii) POSITION IN GENOME: 

(A) CHROMOSOME/ SEGMENT: Chromosome 14 

(B) MAP POSITION: q32.3 

(C) UNITS: chromosome band number 

(ix) FEATURE: 

(A) NAME/KEY: CDS 

(B) LOCATION: 1. . 378 . . _ v-v," 

(D) OTHER INFORMATION: /product= "Immunoglobulin, Fab 

(ix) FEATURE: 

(A) NAME /KEY : CDR1, CDR2 , CDR3 

(B) LOCATION: join(91.. 105, 148.. 198, 295.-345) 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 17: 

SS S2 £ S S SS S SS SS SS S2 SS SS S SS 35 
S 2 S S S SS S S 5 S3 S K S 52 K S2 
SS ffi SS S - 2S SS S S SS SS SS S SS SS 51? 



35 



rrA TTT ATA TGG TTT GAT GGC AGT AAT AAA TAC TAT GCA GAC TCC GTG 
SS Phe lie ?rp ™ Asp Gly Ser Asn Lys Tyr Tyr Ala Asp Ser Val 



50 



AAG GGC CGA TTC ACC ATC ACC AGA GAC AAC TCC AAG AAC ACG CTG TAT 
Lys Gly Arg Phe Thr He Thr Arg Asp Asn Ser Lys Asn Tnr i,e 



65 70 75 



CTG CAA ATG AAC AGC CTG AGA GCC GAG GAC ACG GCT GTC TAT TAC TGT 
Leu Gin Met Asn Ser Leu Arg Ala Glu Asp Thr Ala Val Tyr iyr y 



48 



96 



144 



192 



240 



288 



85 



90 95 



•CG AGA GAG ACC TCA GTA AGG CTA GGG TAT AGC CGC TAC AAT TAC TAC 
S j£g G?u Thr Ser Val Arg Leu Gly Tyr Ser Arg Tyr Asn Tyr Tyr 

,TG GAC GTC TGG GGC AAA GGG ACC ACG GTC ACC ATC TCG TCA 
fe? A^p Sal irp Gly Lys' Gly Thr Thr Val Thr He Ser Ser 
iir 120 12= 



(2) INFORMATION FOR SEQ ID NO: 18: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 126 amino acids 

(B) TYPE: amino acid 
(D) TOPOLOGY: linear 

fii) MOLECULE TYPE: protein 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 18: 

31n Val Lys Leu Leu Glu Ser Gly Gly Gly Val Val Gin Pro Gly Lys 

3_ 5 

Ser Leu Arg Leu Ser Cys Ala Ala Ser Gly Phe Ser Phe Asn Ser His 
20 25 

Gly Met His Trp Val Arg Gin Ala Pro Gly Lys Gly Leu Glu Trp Val 

35 40 
Ala Phe lie Trp Phe Asp Gly Ser Asn Lys Tyr Tyr Ala Asp Ser Val 

50 55 60 

Lys Gly Arg Phe Thr He Thr Arg Asp Asn Ser Lys Asn Thr Leu Tyr 
65 70 75 

Leu Gin Met Asn Ser Leu Arg Ala Glu Asp Thr Ala Val Tyr Tyr Cys 

85 90 

Ala Arg Glu Thr Ser Val Arg Leu Gly Tyr Ser Arg Tyr Asn Tyr Tyr 



100 



Met Asp Val Trp Gly Lys Gly Thr Thr Val Thr He Ser Ser 
115 120 12 

(2) INFORMATION FOR SEQ ID NO: 19: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 318 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEDNESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: cDNA to mRNA 

(iii) HYPOTHETICAL: NO 

(iv) ANTI-SENSE: NO 

(v) FRAGMENT TYPE: N-terminal 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo sapiens 

(C) INDIVIDUAL ISOLATE: Hyperimmune Rhesus D donor 



336 



378 



(D) DEVELOPMENTAL STAGE: adult 

(E) HAPLOTYPE: diploid 

(G) CELL TYPE: Peripheral lymphocyte B 



(vii) IMMEDIATE SOURCE: 

(A) LIBRARY: cDNA LIBRARY, LD1 

(B) CLONE: LD1-117 

(viii) POSITION IN GENOME: 

(A) CHROMOSOME / SEGMENT : Chromosome 2 

(B) MAP POSITION: pll 

(C) UNITS: Chromosome band number 

(ix) FEATURE: 

(A) NAME /KEY: CDS 

(B) LOCATION: 1. • 318 

(D) OTHER INFORMATION: /product= "Immunoglobulin, 

(ix) FEATURE: 

(A) NAME/KEY: CDR1, CDR2 , CDR3 

(B) LOCATION: join (64. .96, 142.. 162, 259.. 288) 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 19: 

GTG ATG ACC CAG TCT CCA TCC TCC CTG TCT GCA TCT GTA GGA GAC AGA 48 
Val Met Thr Gin Ser Pro Ser Ser Leu Ser Ala Ser Val Gly Asp Arg 
1 5 10 15 

GTC ACC ATC ACT TGC CGG GCA AGT CAG AGC ATT AGG AGC CAT TTG AAT 96 
Val Thr He Thr Cys Arg Ala Ser Gin Ser He Arg Ser His Leu Asn 
20 25 30 

TGG TAT CAG CAG AAA CCA GGG AAA GCC CCT AAG CTC CTG ATC TAT GCT 144 
Trp Tyr Gin Gin Lys Pro Gly Lys Ala Pro Lys Leu Leu He Tyr Ala 
35 40 45 

GCA TCC AGT TTG CAA GGT GGG GTC CCA TCA AGG TTC AGT GGC AGT GGA 192 
Ala Ser Ser Leu Gin Gly Gly Val Pro Ser Arg Phe Ser Gly Ser Gly 
50 55 60 

TCT GGG ACA GAT TTC ACT CTC ACC ATC AGC AGT CTG CAA CCT GAA GAT 240 
Ser Gly Thr Asp Phe Thr Leu Thr He Ser Ser Leu Gin Pro Glu Asp 
65 70 75 80 

TTT GCA ACT TAT TAC TGT CAA CAG AGT TAC AGG GCC CCT CAG TGG ACG 2 88 

Phe Ala Thr Tyr Tyr Cys Gin Gin Ser Tyr Arg Ala Pro Gin Trp Thr 

85 90 95 



TTC GGC CAA GGG ACC AAG GTG GAA ATC AAA 
Phe Gly Gin Gly Thr Lys Val Glu He Lys 
100 105 



318 



(2) INFORMATION FOR SEQ ID NO: 20: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 106 amino acids 

(B) TYPE: amino acid 
(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: protein 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 20: 



tfal Met Thr Gin Ser Pro Ser Ser Leu Ser Ala Ser Val Gly Asp Arg 
15 10 15 

Val Thr He Thr Cys Arg Ala Ser Gin Ser He Arg Ser His Leu Asn 
20 25 30 

Trp Tyr Gin Gin Lys Pro Gly Lys Ala Pro Lys Leu Leu He Tyr Ala 
35 > 40 45 

Ala Ser Ser Leu Gin Gly Gly Val Pro Ser Arg Phe Ser Gly Ser Gly 
50 55 60 

Ser Glv Thr Asp Phe Thr Leu Thr He Ser Ser Leu Gin Pro Glu Asp 
65 70 75 80 

Phe Ala Thr Tyr Tyr Cys Gin Gin Ser Tyr Arg Ala Pro Gin Trp Thr 

85 90 95 

Phe Gly Gin Gly Thr Lys Val Glu He Lys 
100 105 

(2) INFORMATION FOR SEQ ID NO: 21: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 375 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEDNESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: cDNA to mRNA 

(iii) HYPOTHETICAL: NO 

(iv) ANTI -SENSE: NO 

(v) FRAGMENT TYPE: N-terminal 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo sapiens 

(C) INDIVIDUAL ISOLATE: Hyperimmune Rhesus D donor 

(E) HAPLOTYPE: diploid 

(G) CELL TYPE: Peripheral lymphocyte B 

(vii) IMMEDIATE SOURCE: 

(A) LIBRARY: cDNA LIBRARY, LD2 

(B) CLONE: LD2-1 

(viii) POSITION IN GENOME: 

(A) CHROMOSOME/ SEGMENT: chromosome 14 

(B) MAP POSITION: q32.3 

(C) UNITS: Chromosome band number 

(ix) FEATURE: 

(A) NAME/KEY: CDS 

(B) LOCATION: 1. -375 . 

(D) OTHER INFORMATION: /product= "Immunoglobulin, Fab 

(ix) FEATURE: 

(A) NAME/KEY: CDR1, CDR2 , CDR3 

(B) LOCATION: join (91. -105, 148. .198, 295. .342) 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 21: 



-AG GTG AAA CTG CTC GAG TCT GGG GGA GGC GTG GTC CAG CCG GGG GGG 
iln Val Lys Leu Leu Glu Ser Gly Gly Gly Val Val Gin Pro Gly Gly 
x * 5 10 15 

TCC CTG AGA CTC TCC TGT GTA GCG TCT GGA TTC ACC CTC AGG AGT TAT 
Ser llu Arg Leu Ser Cys Val Ala Ser Gly Phe Thr Leu Arg Ser Tyr 
20 25 30 

-GC ATG CAC TGG GTC CGC CAG GCT CCA GGC AAG GGC CTG GAG TGG GTG 
sly Me? Ss Trp Val Arg Gin Ala Pro Gly Lys Gly Leu Glu Trp Val 
35 40 45 

GCT TTT ATA TGG TTT GAT GGA AGT AAT AAA GGA TAT GTA GAC TCC GTG 
GCT TTT ATA TGG ^ ^ ^ ^ ^ ^ ^ Agp ger Val 

50 55 60 

AAG GGC CGA TTC ACC ATC TCC CGA GAC AAT TCC AAG AAC ATG GTC TAT 
Lvs Gly Arg Phe Thr He Ser Arg Asp Asn Ser Lys Asn Met Val Tyr 
65 70 75 su 

CTG CAA ATG AAC AGC CTG AGA GCC GAT GAC ACG GCT GTA TAT TAT TGT 
Leu Stn Met Asn Ser Leu Arg Ala Asp Asp Thr Ala Val Tyr Tyr Cys 

85 90 

GCG AGA GAG AAG GCG CTT CGG GGA ATC AGC AGA TAC AAC TAT TAC CTG 
A?a A^g SS Lys Ala Leu Arg Gly lie Ser Arg Tyr Asn Tyr Tyr Leu 



GAC GTC TGG GGC AAG GGG ACC ACG GTC ACC GTC TCC TCA 
Asp Val Trp Gly Lys Gly Thr Thr Val Thr Val Ser Ser 
* H5 120 125 



(2) INFORMATION FOR SEQ ID NO: 22: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 12 5 amino acids 

(B) TYPE: amino acid 
(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: protein 

(Xi) SEQUENCE DESCRIPTION: SEQ ID NO: 22: 



Gin 
1 


Val 


Lys 


Leu 


Leu 

5 


Glu 


Ser 


Gly 


Gly 


Gly 
10 


Val 


Val 


Gin 


Pro 


Gly 
15 


Gly 


Ser 


Leu 


Arg 


Leu 
20 


Ser 


Cys 


Val 


Ala 


Ser 
25 


Gly 


Phe 


Thr 


Leu 


Arg 
30 


Ser 


Tyr 


Gly 


Met 


His 
35 


Trp 


Val 


Arg 


Gin 


Ala 
40 


Pro 


Gly 


Lys 


Gly 


Leu 
45 


Glu 


Trp 


Val 


Ala 


Phe 
50 


lie 


Trp 


Phe 


Asp 


Gly 
55 


Ser 


Asn 


Lys 


Gly 


Tyr 
60 


Val 


Asp 


Ser 


Val 


Lys 
65 


Gly 


Arg 


Phe 


Thr 


lie 
70 


Ser 


Arg 


Asp 


Asn 


Ser 
75 


Lys 


Asn 


Met 


Val 


Tyr 
80 


Leu 


Gin 


Met 


Asn 


Ser 


Leu 


Arg 


Ala 


Asp 


Asp 
90 


Thr 


Ala 


Val 


Tyr 


Tyr 
95 


Cys 



48 



96 



144 



192 



240 



288 



336 



375 



Ha Ar£ Glu Lys Ala Leu Arg Gly 
100 

Vsp Val Trp Gly Lys Gly Thr Thr 

115 120 



lie Ser Arg Tyr Asn Tyr Tyr Leu 
105 110 

Val Thr Val Ser Ser 

125 



(2) INFORMATION FOR SEQ ID NO: 23: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 333 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEDNESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: cDNA to mRNA 

(iii) HYPOTHETICAL: NO 

(iv) ANTI-SENSE: NO 

(v) FRAGMENT TYPE: N-terminal 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo sapiens 

(C) INDIVIDUAL ISOLATE: Hyperimmune! Rhesus D donor 

(D) DEVELOPMENTAL STAGE: adult 

(E) HAPLOTYPE: diploid 

(G) CELL TYPE: Peripheral lymphocyte B 

(vii) IMMEDIATE SOURCE: 

(A) LIBRARY: cDNA LIBRARY, LD2 

(B) CLONE: LD2-1 

(viii) POSITION IN GENOME: 

(A) CHROMOSOME/ SEGMENT: chromosome 2 2 

(B) MAP POSITION: qll 

(C) UNITS: Chromosome band number 



(ix) FEATURE: 

(A) NAME/KEY: CDS 

(B) LOCATION: 1. .333 . 

(D) OTHER INFORMATION: /product= "Immunoglobulin, Fato 

(ix) FEATURE: 

(A) NAME/KEY: CDR1, CDR2 , CDR3 

(B) LOCATION: join (61. .99, 145.. 165, 262.. 294) 



(xi) SEQUENC 

GTG GTG ACT CAG 
Val Val Thr Gin 
1 

ACC ATC TCT TGT 
Thr lie Ser Cys 
20 

TAC TGG TAC CAG 
Tyr Trp Tyr Gin 
35 

AAG AAT GAT CAG 
Lys Asn Asp Gin 



E DESCRIPTION: ! 

CCA CCC TCA GCG 
Pro Pro Ser Ala 
5 

TCT GGA AGC AAC 
Ser Gly Ser Asn 



AAA CTC CCA GGA 
Lys Leu Pro Gly 
40 

CGG CCC TCA GGG 
Arg Pro Ser Gly 



EQ ID NO: 23: 

TCT GGG ACC CCC 
Ser Gly Thr Pro 
10 

TCC ATC CTT GGA 
Ser lie Leu Gly 
25 

ACG GCC CCC AAA 
Thr Ala Pro Lys 



GTC TCT GAC CGA 
Val Ser Asp Arg 



GGA CAG AGG GTC 
Gly Gin Arg Val 
15 

AGT AAG TAT GTA 
Ser Lys Tyr Val 
30 

CTC CTC ATC TAT 
Leu Leu lie Tyr 
45 

TTC TCT GGC TCC 
Phe Ser Gly Ser 



50 



55 60 



AAG TCT GGC ACC TCG GCC TCC CTG GCC ATC AGT GGG CTC CGG TCC GAG 240 
Lys Ser Gly Thr Ser Ala Ser Leu Ala lie Ser Gly Leu Arg Ser Glu 
65 70 75 so 

GAT GAG GCT GAC TAT TAG TGT GCA CCA TGG GAT GCC AAC CTG GGT GGC 
Asp Glu Ala Asp Tyr Tyr Cys Ala Pro Trp Asp Ala Asn Leu Gly Gly 

* - - 90 95 



288 



85 



CCG GTG TTC GGC GGA GGG ACC AAG CTG ACC GTC CTA AGT CAG CCC 333 
Pro Val Phe Gly Gly Gly Thr Lys Leu Thr Val Leu Ser Gin Pro 
100 i° 5 110 



(2) INFORMATION FOR SEQ ID NO: 24: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 111 amino acids 

(B) TYPE: amino acid 
(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: protein 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 24: 

Val Val Thr Gin Pro Pro Ser Ala Ser Gly Thr Pro Gly Gin Arg Val 
1 5 10 " 

Thr lie Ser Cys Ser Gly Ser Asn Ser He Leu Gly Ser Lys Tyr Val 
20 25 30 

Tyr Trp Tyr Gin Lys Leu Pro Gly Thr Ala Pro Lys Leu Leu He Tyr 
35 40 45 

Lys Asn Asp Gin Arg Pro Ser Gly Val Ser Asp Arg Phe Ser Gly Ser 
50 55 60 

Lys Ser Gly Thr Ser Ala Ser Leu Ala He Ser Gly Leu Arg Ser Glu 
65 70 75 80 

Asp Glu Ala Asp Tyr Tyr Cys Ala Pro Trp Asp Ala Asn Leu Gly Gly 

90 9 => 



85 



Pro Val Phe Gly Gly Gly Thr Lys Leu Thr Val Leu Ser Gin Pro 
100 105 HO 

(2) INFORMATION FOR SEQ ID NO: 25: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 375 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEDNESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: cDNA to mRNA 

(iii) HYPOTHETICAL: NO 

(iv) ANTI-SENSE: NO 

(v) FRAGMENT TYPE: N-terminal 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: homo sapiens 



(C) INDIVIDUAL ISOLATE: Hyperimmune Rhesus D donor 

(D) DEVELOPMENTAL STAGE: adult 

(E) HAPLOTYPE : diploid 

(G) CELL TYPE: Peripheral lymphocyte B 

fvii) IMMEDIATE SOURCE: 

(A) LIBRARY: cDNA Lxbrary, LD2 

(B) CLONE: LD2-4 

fviii) POSITION IN GENOME: 

(A) CHROMOSOME/ SEGMENT: chromosome 14 

(B) MAP POSITION: q32.3 

(C) UNITS: Chromosome band number 

(ix) FEATURE: 

(A) NAME/KEY: CDS 

\V) S^^ON: /product- ..Immunoglobulin, Fab" 

fix) FEATURE: „ 

(A) NAME/KEY: CDR1, CDR2 , CDR3 

(B) LOCATION: join(91.. 105, 148.. 198, 295.-342) 
(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 25: 

SS SS E s SS S S SS SS - - SS SSS S| ss 

1 5 1° 

SSS 2 JS 2S SSS Sfu S S SS SS SS S i£ £ 2 
£ K SS 5 - SS SS S5 SS SS SS S S SS SS SS 
S S iS 2S 52 SS SS SS S 2 S£ S SS S S5 
SS SS Si S 2 SS S Si SS S SS SS £S SS Su ss 

65 70 
CTC CAA ATG CGC AGT CTG AGT GCC GAC GAC ACG GCT GTG TAT TAC TGT 
Leu Gin Met Arg Ser Leu Ser Ala Asp Asp Thr Ala Val Tyr Tyr Cys 

85 

K 555 SS SS AiS SI 2S SS S SS SS SS 3SS SJ SS 22 

ioo 105 

GAC GTC TGG GGC AAA GGG ACC ACG GTC ACC GTC TCC TCA 
lit wll ??P Gly Lys Gly Thr Thr Val Thr Val Ser Ser 

115 120 

(2) INFORMATION FOR SEQ ID NO: 26: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 125 amino acids 

(B) TYPE: amino acid 



48 



96 



144 



192 



240 



288 



336 



375 



(D) TOPOLOGY: linear 
(ii) MOLECULE TYPE: protein 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 26: 

Gly Gly Val Val Gin Pro Gly Gly 
10 15 

Ser Gly Phe Thr Leu Arg Ser Ser 
25 30 

Pro Gly Lys Gly Leu Glu Trp Val 

45 

lie Arg Ser Tyr Ala Glu Ser Val 
60 

Asp Thr Ser Lys Asn Thr Leu Tyr 
75 80 

Asp Asp Thr Ala Val Tyr Tyr Cys 
90 95 

lie Ser Arg Tyr Asn Tyr Tyr Met 
105 110 

Val Thr Val Ser Ser 

125 



7: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 312 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEDNESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: cDNA to mRNA 

(iii) HYPOTHETICAL: NO 

(iv) ANTI-SENSE: NO 

(v) FRAGMENT TYPE: N-terminal 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo sapiens 

(C) INDIVIDUAL ISOLATE: hyperimmune Rhesus D donor 

(D) DEVELOPMENTAL STAGE: adult 

( E ) HAPLOT YPE : diploid 

(G) CELL TYPE: Peripheral lymphocyte B 

(vii) IMMEDIATE SOURCE: 

(A) LIBRARY: cDNA library, LD2 

(B) CLONE: LD2-4 

(viii) POSITION IN GENOME: 

(A) CHROMOSOME/ SEGMENT: chromosome 2 

(B) MAP POSITION: pll 

(C) UNITS: Chromosome band number 



Gin Val Lys Leu 
1 

Ser Leu Arg Leu 
20 

Gly Met His Trp 
35 

Ala Leu lie Trp 
50 

Lys Gly Arg Phe 
65 

Leu Gin Met Arg 



Ala Arg Asp Lys 
100 

Asp Val Trp Gly 
115 

(2) INFORMATION 



Leu Glu Ser Gly 
5 

Ser Cys Glu Ala 



Val Arg Gin Ala 
40 

Phe Asp Gly Ser 
55 

Thr lie Ser Arg 
70 

Ser Leu Ser Ala 
85 

Ala Val Arg Gly 



Lys Gly Thr Thr 
120 

FOR SEQ ID NO: 2 



(ix) 



FEATURE : 

(A) NAME /KEY : CDS 

(B) LOCATION : 1 . .312 



(D) OTHER INFORMATION: /product= "Immunoglobulin, Fab" 



• fix) FEATURE: 

(A) NAME /KEY: CDR1, CDR2 , CDR3 

(B) LOCATION: join (64. .96, 142.. 162, 259.. 282) 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 27: 

JTG ATG ACC CAG TCT CCA TCC TCC CTG TCT GCA TCT GTA GGA GAC AGA 
al Met Thr Gin Ser Pro Ser Ser Leu Ser Ala Ser Val Gly Asp Arg 
1 5 10 15 

*TC ACC ATC ACT TGC CGG ACA AGT CAG ACC ATT AGC AGA AAT TTA AAT 
/al Thr He Thr Cys Arg Thr Ser Gin Thr He Ser Arg Asn Leu Asn 
20 25 30 

CGG TAT CAG CAG AAA CCA GGG AAA GCC CCT AAG CTC CTG ATC TAT GCT 
Crp Tyr Gin Gin Lys Pro Gly Lys Ala Pro Lys Leu Leu He Tyr Ala 

35 40 45 

\CA TCC AGT TTG CAA AGT GGG GTC CCA TCA AGG TTC AGT GGC AGT GGA 
pS sSr sir Leu Gin Ser Gly Val Pro Ser Arg Phe Ser Gly Ser Gly 
50 55 60 

PCT GGG ACA GAT TTC ACT CTC ACC ATC AAT AGT CTA CAA CCT GAA GAT 
3er Gly Thr Asp Phe Thr Leu Thr He Asn Ser Leu Gin Pro Glu Asp 
65 70 75 a" 

rTT GCA ACT TAC TAC TGT CAA CAG AGT TAC ACT ACC CCT TCG TTC GGC 
Phe Ala Thr Tyr Tyr Cys Gin Gin Ser Tyr Thr Thr Pro Ser Phe Gly 

85 9° 95 

CAA GGG ACC AAG GTG GAA ATC AAA 
3ln Gly Thr Lys Val Glu He Lys 
100 

(2) INFORMATION FOR SEQ ID NO: 28: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 104 amino acids 

(B) TYPE: amino acid 
(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: protein 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 28: 

Val Met Thr Gin Ser Pro Ser Ser Leu Ser Ala Ser Val Gly Asp Arg 
1 5 10 15 

Val Thr He Thr Cys Arg Thr Ser Gin Thr He Ser Arg Asn Leu Asn 

25 30 



20 



Trp Tyr Gin Gin Lys Pro Gly Lys Ala Pro Lys Leu Leu He Tyr Ala 

35 40 45 

Thr Ser Ser Leu Gin Ser Gly Val Pro Ser Arg Phe Ser Gly Ser Gly 
50 55 60 

Ser Gly Thr Asp Phe Thr Leu Thr He Asn Ser Leu Gin Pro Glu Asp 
65 70 75 8U 

Phe Ala Thr Tyr Tyr Cys Gin Gin Ser Tyr Thr Thr Pro Ser Phe Gly 



85 9° 95 

Gin Gly Thr Lys Val Glu He Lys 
100 

(2) INFORMATION FOR SEQ ID NO: 29: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 375 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEDNESS : single 

(D) TOPOLOGY : linear 

(ii) MOLECULE TYPE: cDNA to mRNA 

(iii) HYPOTHETICAL: NO 

(iv) ANTI-SENSE: NO 

(v) FRAGMENT TYPE: N-terminal 

(vi) ORIGINAL SOURCE: 

$ SS£&MSl3K*!5p«l-m. Rhesus D donor 

(D) DEVELOPMENTAL STAGE: adult 

(E) HAPLOTYPE: diploid 

(G) CELL TYPE: Peripheral lymphocyte B 

(vii) IMMEDIATE SOURCE: 

(A) LIBRARY: cDNA library, LD2 

(B) CLONE: LD2-4 

fviii) POSITION IN GENOME: 

(A) CHROMOSOME/ SEGMENT: chromosome 2 

(B) MAP POSITION: pll 

(C) UNITS: Chromosome band number 

(ix) FEATURE: 

(A) NAME/KEY: CDS 

Id') OTHMFOR^xloN: /product- "Immunoglobulin, Fab" 

(ix) FEATURE: , 

(A) NAME/KEY: CDR1, CDR2 , CDR3 

(B) LOCATION: join(91.. 105, 148.. 198, 295.. 342) 
(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 29: 

sss ss & s ss as S 5 ss ss s ss ss ss m ss 
s s ss sss ^ ?s s ss ss ss - ss ss ss 
ss s as ss - ss ss ss ss ss as ss ss ss ss ss 

S phe S S 32 SS SS SS - SS SS SS SS SS S - 

50 55 



48 



96 



144 



192 



A*r rrr rra TTC ACC ATC TCC CGA GAC AAT TCC AAG AAC ATG CTC TAT 240 
£y~s G?y Arg T^r 5l. Ser Arg Asp Asn Ser Lys Asn Met Leu Tyr 



65 70 



CTG CAA ATG AAT AGC CTG AGA GCC GAG GAC ACG GCT GTA TAT TAT TGT 
Leu S£ Met kin Ser Leu Arg Ala Glu Asp Thr Ala val Tyr Tyr Cys 

85 • 90 * 

GCG AGA GAG AAG GCG CTT CGG GGA ATC AGT AGA TAC AAC TAT TAC CTG 
A?a Arg SiS £y"s Ala Leu Arg Gly lie Ser Arg Tyr Asn Tyr Tyr Leu 
100 105 

GAC GTC TGG GGC AAG GGG GCC ACG GTC ACC GTC TCC TCA 
Asp Val Trp Gly Lys Gly Ala Thr Val Thr Val Ser Ser 
115 12° 125 

(2) INFORMATION FOR SEQ ID NO: 30: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 125 amino acids 

(B) TYPE: amino acid 
(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: protein 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 30: 

Gin Val Lys Leu Leu Glu Ser Gly Gly Gly Leu Val Gin Pro Gly Gly 
1 5 10 

Ser Leu Arg Leu Ser Cys Val Ala Ser Gly Phe Thr Phe Arg Ser Tyr 



20 



Gly Met His Trp Val Arg Gin Ala Pro Gly Lys Gly Leu Glu Trp Val 

Y 35 40 45 

Ala Phe lie Trp Phe Asp Gly Ser Asn Lys Gly Tyr Val Asp Ser Val 
50 55 60 

Lys Gly Arg Phe Thr He Ser Arg Asp Asn Ser Lys Asn Met Leu Tyr 
1 70 75 



65 



Leu Gin Met Asn Ser Leu Arg Ala Glu Asp Thr Ala Val Tyr Tyr Cys 

— 90 



85 



Ala Arg Glu Lys Ala Leu Arg Gly He Ser Arg Tyr Asn Tyr Tyr Leu 

- * ~ 105 



100 



Asp val Trp Gly Lys Gly Ala Thr Val Thr Val Ser Ser 
115 120 

(2) INFORMATION FOR SEQ ID NO: 31: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 318 base pairs 

(B) TYPE: nucleic acid 

( C ) STRANDEDNESS : s ingle 

( D ) TOPOLOGY : linear 

(ii) MOLECULE TYPE: cDNA to mRNA 
(iii) HYPOTHETICAL: NO 



288 



336 



375 



(v) FRAGMENT TYPE: N-terminal 



' (vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo sapiens ^ 

(C) INDIVIDUAL ISOLATE: hyperimmune Rhesus D donor 

(D) DEVELOPMENTAL STAGE: adult 

(E) HAPLOTYPE: diploid 

(G) CELL TYPE: Peripheral lymphocyte B 

fvii) IMMEDIATE SOURCE: 

(A) LIBRARY: cDND library. LD2 

(B) CLONE: LD2-5 

fviii) POSITION IN GENOME: 

(A) CHROMOSOME/ SEGMENT: chromosome 2 

(B) MAP POSITION: pll 

(C) UNITS: Chromosome band number 

(ix) FEATURE: 

(A) NAME/KEY: CDS 

(B) LOCATION: 1- . 318 u^km 

(D) OTHER INFORMATION: /product= "Immunoglobulin, Fab 

(ix) FEATURE: 

(A) NAME /KEY: CDR1, CDR2 , CDR3 

(B) LOCATION: join (64.. 96, 142.. 162, 259.. 288) 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 31: 

*av »nr rsr TCT CCA TCC TCC CTG TCT GCA TCT ATA GGC GAC AGA 
?af £S 5£ ctn 22 £S ler Ser L« Ser Ala Ser He G!y Asp Arc, 



1 



GTC ACC ATC ACT TGC CGG GCA AGT CAG AGC GTT ACC AGG TCT TTA AAT 
Th? Ill Thr Cys Arg Ala Ser Gin Ser Val Thr Arg Ser Leu Asn 



20 



S S? 1 S5 £ £ S £ s - ~ S ° L S S 55 S 

s s s £s as ss ss - ss 22 s; ss s s s ss 

60 



50 



55 



TCT GGG ACA GAT TTC ACC CTC ACC ATC AGC AGT CTG CAA CCT GAG GAT 
Ser Gly Thr Asp Phe Thr Leu Thr He Ser Ser Leu Gin Pro Glu Asp 
65 70 75 

TTT GGA ACT TAC TAC TGT CAA CAG AAT TAC AGG ACC CCT CAG TGG ACG 
III Gly Thr Tyr Tyr Cys Gin Gin Asn Tyr Arg Thr Pro Gin Trp Thr 

85 90 

TTC GGC CAA GGG ACC AAG GTA GAA ATC AAA 
Phe Gly Gin Gly Thr Lys Val Glu lie Lys 
100 105 



48 



96 



144 



192 



240 



288 



318 



(2) INFORMATION FOR SEQ ID NO: 32: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 106 amino acids 

(B) TYPE: amino acid 



(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: protein 
(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 32: 

Val Met Thr Gin Ser Pro Ser Ser Leu Ser Ala Ser He Gly Asp Arg 

1 5 
Val Thr lie Thr Cys Arg Ala Ser Gin Ser Val Thr Arg Ser Leu Asn 

20 25 
Trp Tyr Gin Gin Lys Pro Gly Lys Ala Pro Arg Leu Leu He Phe Ala 

35 40 
Ala Ser Thr Leu Gin Ser Gly Val Pro Ser Arg Phe Ser Gly Ser Gly 

50 55 
Ser Gly Thr Asp Phe Thr Leu Thr He Ser Ser Leu Gin Pro Glu Asp 

65 70 
Phe Gly Thr Tyr Tyr Cys Gin Gin Asn Tyr Arg Thr Pro Gin Trp Thr 



85 



Phe Gly Gin Gly Thr Lys Val Glu He Lys 
100 105 

(2) INFORMATION FOR SEQ ID NO: 33: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 378 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEDNESS : single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: cDNA to mRNA 
(iii) HYPOTHETICAL: NO 
(iv) ANTI-SENSE: NO 

(v) FRAGMENT TYPE: N-terminal 
(vi) ORIGINAL SOURCE: 

$ S^SS5iL"SSJSt^3p«i--»» «—» D donor 

(D) DEVELOPMENTAL STAGE: adult 

(E) HAPLOTYPE: diploid 

(G) CELL TYPE: Peripheral lymphocyte B 

(vii) IMMEDIATE SOURCE: 

(A) LIBRARY: cDNA library, LD2 

(B) CLONE: LD2-10 

(viii) POSITION IN GENOME: 

(A) CHROMOSOME/ SEGMENT: chromosome 14 

(B) MAP POSITION: q32.3 

(C) UNITS: Chromosome band number 

(ix) FEATURE: 

(A) NAME/KEY: CDS 

Id! S^Sw«£Jm: /product- "Immunoglobulin. Fab" 

(ix) FEATURE: 



(A) NAME /KEY: CDR1, CDR2 , CDR3 

(B) LOCATION: join(91. . 105, 148.. 198, 298.. 345) 
(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 33: 

GTG AAA CTG OTC GAG TCT GGG GGA GGC GTG GTC C* CCO COG GGG 

Gin val Lys Leu Leu Glu ser >»±y u« «ji 15 

„„ ~. ,r» nc TCC TGT GTA GCG TCT GGA TTC ACC CTC AGG AGT TAT 
Leu 2g SS ler ^ SS Ala Ser Gly Phe Thr Leu Ar ? Ser Tyr 

GGC ATG CAC TGG GTC «C CAG GCT CCA GGC AAG GGC CTG GAG TGG GTG 
Gly Met His Trp Val Arg Gin Ala Fro uxy i 
35 40 

S Phe S S S 25 S £ - - S ? - 25 SS Sal 

J- S S S i SS 22 S 25 S = S 25 S 5? 
22 Si S 2S S 25 SS 25 S£ S S Si 5? 5g S 
S S 25 25 ^ S 2S 25 S SS SS 25 SS E - - 

100 10t> 

22 25 22 5 S 2S 5 !2 SS - 5£ SS S S2 

115 120 

(2) INFORMATION FOR SEQ ID NO: 34: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 126 amino acids 

(B) TYPE: amino acid 
(D) TOPOLOGY: linear 

fii) MOLECULE TYPE: protein 

(Xi) SEQUENCE DESCRIPTION: SEQ ID NO: 34: 
Gin Val Lys Leu Leu Glu Ser Gly Gly Gly Val Val Gin Pro Gly Gly 

1 5 10 

Ser Leu Arg Leu Ser Cys Val Ala Ser Gly Phe Thr Leu Arg Ser Tyr 

20 25 
Gly Met His Trp Val Arg Gin Ala Pro Gly Lys Gly Leu Glu Trp Val 

35 40 
Ala Phe lie Trp Phe Asp Gly Ser Asn Lys Gly Tyr Val Asp Ser Val 

50 55 
Lys Gly Arg Phe Thr He Ser Arg Asp Asn Ser Lys Asn Met Val Tyr 



48 



96 



144 



192 



240 



288 



336 



378 



65 70 



,eu Gin Met Asn Ser Leu Arg Ala Asp Asp Thr Ala Val Tyr Tyr Tyr 

90 yo 



85 



:ys Ala Arg Glu Lys Ala Leu Arg Gly He Ser Arg Tyr Asn Tyr Tyr 

■* 105 liu 



100 



jeU Asp Val Trp Gly Lys Gly Thr Thr Val Thr Val Ser Ser 
115 * 120 12& 

(2) INFORMATION FOR SEQ ID NO: 35: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 333 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEDNESS : single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: cDNA to mRNA 

(iii) HYPOTHETICAL: NO 

(iv) ANTI-SENSE: NO 

(v) FRAGMENT TYPE: N-terminal 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo sapiens , „^ 

(C) INDIVIDUAL ISOLATE: hyperimmune Rhesus D donor 

(D) DEVELOPMENTAL STAGE: adult 

(E) HAPLOTYPE: diploid 

(G) CELL TYPE: Peripheral lymphocyte B 

(vii) IMMEDIATE SOURCE: 

(A) LIBRARY: cDNA library, LD2 

(B) CLONE: LD2-10 

(viii) POSITION IN GENOME: 

(A) CHROMOSOME/ SEGMENT: chromosome 22 

(B) MAP POSITION: qll 

(C) UNITS: Chromosome band number 

(ix) FEATURE: 

(A) NAME /KEY: CDS 

(B) LOCATION: 1. .333 . „ 

(D) OTHER INFORMATION :/product= "Immunoglobulin, Fab 

(ix) FEATURE: 

(A) NAME/KEY: CDR1, CDR2 , CDR3 

(B) LOCATION: join(61. .102, 148.. 168, 265.. 294) 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 35: 

PTG GTG ACT CAG GAG CCC TCA CTG ACT GTG TCC CCA GGA GGG ACA GTC 
Va? Va? £hr Gin Glu Pro Ser Leu Thr Val Ser Pro Gly Gly Thr Val 
1 5 10 X 

ACT CTC ACC TGT GCT TCC AGC ACT GGG GCA GTC ACC AGG GGT TAC TAT 
£r LeS £hr lys til Ser Ser Thr Gly Ala Val Thr Arg Gly Tyr Tyr 
20 25 30 

CCA AAC TGG TTC CAG CAG AAG CCT GGA CAA GCA CCC AGG GCA CTG ATT 
Pro ^n Trp Phe Gin Gin Lys Pro Gly Gin Ala Pro Arg Ala Leu He 
35 40 



TAT ACT ACA AAC AAA AAA CAC TCC TGG ACC CCT GCC CGG TTC TCA GGC 192 
T £ ill 5S EJs Lys His Ser Trp Thr Pro Ala Arg Phe Ser Gly 

50 55 60 

TCC CTC CTT GGG GGC AAA GCT GCC CTG ACA CTG TCA GGT GTG CAG CCT 
Ser LeS Leu Gly Gly Lys Ala Ala Leu Thr Leu Ser Gly Val Gin Pro 



70 



™ ^ rar CCT GAA TAT TAC TGC CTG CTC TAC TAT GGT GGT GCT CAA 

2£ Asp S£ A?a G?u ?yr cys Leu Leu Tyr Tyr Gly Gly Ala Gin 



85 



CTC GTA TTC GGC GGA GGG ACC AAG CTG ACC GTC CTA CGT CAG CCC 
Leu vll He Gly Gly Gly Thr Lys Leu Thr Val Leu Arg Gin Pro 
100 105 



(2) INFORMATION FOR SEQ ID NO: 36: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 111 amino acids 

(B) TYPE: amino acid 
(D) TOPOLOGY: linear 

fii) MOLECULE TYPE: protein 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 36: 

Val Val Thr Gin Glu Pro Ser Leu Thr Val Ser Pro Gly Gly Thr Val 

1 5 
Thr Leu Thr Cys Ala Ser Ser Thr Gly Ala Val Thr Arg Gly Tyr Tyr 
20 25 

Pro Asn Trp Phe Gin Gin Lys Pro Gly Gin Ala Pro Arg Ala Leu He 

40 4D 



Tyr Ser Thr Asn Lys Lys His Ser Trp Thr Pro Ala Arg Phe Ser Gly 
50 55 



35 

*cr> T.„ c t.v<* His Ser Trp Thr Pro A 

60 

Ser Leu Leu Gly Gly Lys Ala Ala Leu Thr Leu Ser Gly Val Gin Pro 

65 70 75 

Glu Asp Glu Ala Glu Tyr Tyr Cys Leu Leu Tyr Tyr Gly Gly Ala Gin 



85 90 

Leu Val Phe Gly Gly Gly Thr Lys Leu Thr Val Leu Arg Gin Pro 
100 105 

(2) INFORMATION FOR SEQ ID NO: 37: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 375 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEDNESS : single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: cDNA to mRNA 

(iii) HYPOTHETICAL: NO 

(iv) ANTI-SENSE: NO 

(v) FRAGMENT TYPE: N-terminal 



240 



288 



333 



(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo sapiens 

(C) INDIVIDUAL ISOLATE: hyperimmune Rhesus D donor 

(D) DEVELOPMENTAL STAGE: adult 

(E) HAPLOTYPE: diploid 

(G) CELL TYPE: Peripheral lymphocyte B 

(vii) IMMEDIATE SOURCE: 

(A) LIBRARY: cDNA library, LD2 

(B) CLONE: LD2-11 

(viii) POSITION IN GENOME: 

(A) CHROMOSOME/ SEGMENT: chromosome 14 

(B) MAP POSITION: q32.3 

(C) UNITS: Chromosome band number 

(ix) FEATURE: 

(A) NAME /KEY: CDS 

(B) LOCATION: 1. . 375 . _ =v ,n 

(D) OTHER INFORMATION : /product = "Immunoglobulin, Fato 

(ix) FEATURE: 

(A) NAME/KEY: CDR1, CDR2 , CDR3 

(B LOCATION: join (91. .105, 148.. 198, 295.. 342) 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 37: 

CAC GTG AAA CTG CTC GAG TCG GGG GGA GGC GTG GTC CAG CCG GGG GGG 
Gin vlt ^ Su Leu Glu Ser Gly Gly^Gly Val val Gin Pro^Gly Gly 



1 5 



TCC CTG AGA CTC TCC TGT GAA GCG TCT GGA TTC ACC CTC AGA AGT TCT 
Se? Leu A?g Leu Ser Cys Glu Ala Ser Gly Phe Thr Leu Arg Ser Ser 
20 25 



GGC ATG CAC TGG GTC CGC CAG GCT CCT GGC AAG GGG CTG GAG TGG GTG 
S Me? 22 Trp Val Arg Gin Ala Pro Gly Lys Gly Leu Glu Trp Val 
35 40 

GCA CTT ATA TGG TTT GAT GGA AGT ATC AGA TCG TAT GCA GAA TCC GTG 
aS Leu lie Trp Phe Asp Gly Ser He Arg Ser Tyr Ala Glu Ser Val 

— — oO 



50 



AAG GGC CGA TTC ACC ATC TCC AGA GAC ACT TCC AAG AAC ACC CTA TAT 
Lys Gly Arg Phe Thr He Ser Arg Asp Thr Ser Lys Asn Thr Leu Tyr 
65 70 75 

CTC CAA ATG CGC AGT CTG AGT GCC GAC GAC ACG GCT GTG TAT TAC TGT 
Su Gin Me? Arg Ser Leu Ser Ala Asp Asp Thr Ala Val Tyr Tyr Cys 

GCG AGA GAC AAG GCG GTT CGG GGA ATT AGC AGG TAC AAC TAT TAC ATG 
22 A^g 1st 5J2 Ala Val Arg Gly He Ser Arg Tyr Asn Tyr Tyr Met 

100 105 

GAC GTC TGG GGC AAA GGG ACC ACG GTC ACC GTC TCC TCA 
Asp Va? irp Gly Lys Gly Thr Thr Val Thr Val Ser Ser 
115 120 



48 



96 



144 



192 



240 



288 



336 



375 



(2) INFORMATION FOR SEQ ID NO: 38: 



• (i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 125 amino acids 

(B) TYPE: amino acid 
(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: protein 
(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 38: 

Gin Val Lys Leu Leu Glu Ser Gly Gly Gly Val Val Gin Pro Gly Gly 

2 5 

Ser Leu Arg Leu Ser Cys Glu Ala Ser Gly Phe Thr Leu Arg Ser Ser 

20 25 ' 

Gly Met His Trp Val Arg Gin Ala Pro Gly Lys Gly Leu Glu Trp Val 

35 40 
Ala Leu He Trp Phe Asp Gly Ser He Arg Ser Tyr Ala Glu Ser Val 

50 55 
Lys Gly Arg Phe Thr He Ser Arg Asp Thr Ser Lys Asn Thr Leu Tyr 

65 70 75 

Leu Gin Met Arg Ser Leu Ser Ala Asp Asp Thr Ala Val Tyr Tyr Cys 

85 90 

Ala Arg As P Lys Ala Val Arg Gly He Ser Arg Tyr Asn Tyr Tyr Met 

100 105 

Asp Val Trp Gly Lys Gly Thr Thr Val Thr Val Ser Ser 
115 12° 125 

(2) INFORMATION FOR SEQ ID NO: 39: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 315 base pairs 

(B) TYPE: nucleic acid 

(C) STRAND EDNESS : single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: cDNA to mRNA 

(iii) HYPOTHETICAL: NO 
(iv) ANTI-SENSE: NO 

(v) FRAGMENT TYPE: N-terminal 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo sapiens ^ 

(C) INDIVIDUAL ISOLATE: hyperimmune Rhesus D donor 

(D) DEVELOPMENTAL STAGE: adult 

(E) HAPLOTYPE: diploid 

(G) CELL TYPE: lymphocvyte 

(vii) IMMEDIATE SOURCE: 

(A) LIBRARY: cDNA library, LD2 

(B) CLONE: LD2-11 

(viii) POSITION IN GENOME: 

(A) CHROMOSOME/ SEGMENT: chromosome 2 

(B) MAP POSITION: pll 

(C) UNITS: Chromosome band number 



(ix) FEATURE: 

(A) NAME /KEY: CDS 

(B) LOCATION: 1. .315 

(D) OTHER INFORMATION: /product= "Immunoglobulin, Fab' 

(ix) FEATURE: 

(A) NAME /KEY : CDR1, CDR2 , CDR3 

(B) LOCATION: join (64. .96, 142.. 162, 259.. 285) 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 39: 

GTG TTG ACC CAG TCT CCA TCC TCC CTG TCT GCA TCT ATA CGA GAC AGA '48 
Val Leu Thr Gin Ser Pro Ser Ser Leu Ser Ala Ser lie Arg Asp Arg 
1 5 10 15 

GTC ACC ATC ACT TGC CGG GCA AGT CAG AAC ATT GGC AGT TAT TTA AAT 96 
Val Thr He Thr Cys Arg Ala Ser Gin Asn He Gly Ser Tyr Leu Asn 
20 25 30 

TGG TAT CAG CAC AAA CCA GGG ACA GCC CCT AAA CTC CTG ATC TAT GCT 144 
Trp Tyr Gin His Lys Pro Gly Thr Ala Pro Lys Leu Leu He Tyr Ala 
35 40 45 

GTA TCC GCT TTG CAA AGT GGG GTC CCA TCG AGG TTC AGT GGC AGT AGA 192 
Val Ser Ala Leu Gin Ser Gly Val Pro Ser Arg Phe Ser Gly Ser Arg 
50 55 60 

TCT GGG ACA GAT TTC ACT CTC ACC ATC AGC AGT CTG CAA CCT GAA GAT 2 40 

Ser Glv Thr Asp Phe Thr Leu Thr He Ser Ser Leu Gin Pro Glu Asp 
65 70 75 80 

TTT GCA ACT TAC TAC TGT CAA CAG AGT TAC AGT CCC CCG TAC ACT TTC 2 88 

Phe Ala Thr Tyr Tyr Cys Gin Gin Ser Tyr Ser Pro Pro Tyr Thr Phe 

85 90 95 

GGC CAG GGG ACC AAC CTG CAG ATC AAA 315 
Gly Gin Gly Thr Asn Leu Gin He Lys 
100 105 

(2) INFORMATION FOR SEQ ID NO: 40: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 105 amino acids 

(B) TYPE: amino acid 
(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: protein 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 40: 

Val Leu Thr Gin Ser Pro Ser Ser Leu Ser Ala Ser lie Arg Asp Arg 
1 5 10 15 

Val Thr He Thr Cys Arg Ala Ser Gin Asn He Gly Ser Tyr Leu Asn 
20 25 30 

Trp Tyr Gin His Lys Pro Gly Thr Ala Pro Lys Leu Leu He Tyr Ala 
35 40 45 

Val Ser Ala Leu Gin Ser Gly Val Pro Ser Arg Phe Ser Gly Ser Arg 
50 55 60 

Ser Gly Thr Asp Phe Thr Leu Thr He Ser Ser Leu Gin Pro Glu Asp 



65 



70 75 80 



Phe Ala Thr Tyr Tyr Cys Gin Gin Ser Tyr Ser Pro Pro Tyr Thr Phe 

85 90 95 

Glv Gin Gly Thr Asn Leu Gin lie Lys 
100 105 

(2) INFORMATION FOR SEQ ID NO: 41: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 375 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEDNESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: cDNA to mRNA 

(iii) HYPOTHETICAL: NO 

(iv) ANTI-SENSE: NO 

(v) FRAGMENT TYPE: N-terminal 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo sapiens 

(C) INDIVIDUAL ISOLATE: hyperimmune Rhesus D donor 

(D) DEVELOPMENTAL STAGE: adult 

(E) HAPLOTYPE: diploid 

(G) CELL TYPE: Peripheral lymphocyte B 

(vii) IMMEDIATE SOURCE: 

(A) LIBRARY: cDNA library, LD2 

(B) CLONE: LD2-14 

(viii) POSITION IN GENOME: 

(A) CHROMOSOME/ SEGMENT: chromosome 14 

(B) MAP POSITION: q32.3 

(ix) FEATURE: 

(A) NAME/KEY: CDS 

(B) LOCATION: 1. .375 

(D) OTHER INFORMATION: /product= "Immunoglobulin, Fat» 

(ix) FEATURE: 

(A) NAME/KEY: CDR1, CDR2 , CDR3 

(B) LOCATION: join (91. .105, 148.. 198, 295.-342) 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 41: 

CAG GTG AAA CTG CTC GAG TCT GGG GGA GGC GTG GTC CAG CCG GGG GGG 
Gin Val Lys Leu Leu Glu Ser Gly Gly Gly Val Val Gin Pro Gly Gly 
1 5 10 15 

TCC CTG AGA GTC GCC TGT GTA GCG TCT GGA TTC ACC TTC AGG AAT TTT 96 
Ser Leu Arg Val Ala Cys Val Ala Ser Gly Phe Thr Phe Arg Asn Phe 
20 25 30 

GGC ATG CAC TGG GTC CGC CAG GCT CCA GGC AAG GGG CTG GAG TGG GTG 144 
Gly Met His Trp Val Arg Gin Ala Pro Gly Lys Gly Leu Glu Trp Val 
35 40 45 

GCT TTT ATT TGG TTT GAT GCA AGT AAT AAA GGA TAT GGA GAC TCC GTT 192 



48 



Ala Phe lie Trp Phe Asp Ala Ser Asn Lys Gly Tyr Gly Asp Ser Val 
50 55 60 



AAG GGC CGA TTC ACC GTC TCC AGA GAC AAT TCC AAG AAC ACG CTC TAT 240 
Lys Gly Arg Phe Thr Val Ser Arg Asp Asn Ser Lys Asn Thr Leu Tyr 
65 70 75 80 

CTG CAA ATG AAC GGC CTG AGA GCC GAA GAC ACG GCT GTA TAT TAT TGT 288 
Leu Gin Met Asn Gly Leu Arg Ala Glu Asp Thr Ala Val Tyr Tyr Cys 

85 90 95 

GCG AGA GAG AAG GCG GTT CGG GGA ATT AGT AGA TAC AAC TAC TAC ATG 3 36 

Ala Arg Glu Lys Ala Val Arg Gly He Ser Arg Tyr Asn Tyr Tyr Met 
100 105 110 

GAC GTC TGG GGC AAG GGG ACC ACG GTC ACC GTC TCC TCA 375 
Asp Val Trp Gly Lys Gly Thr Thr Val Thr Val Ser Ser 
115 120 125 

(2) INFORMATION FOR SEQ ID NO: 42: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 125 amino acids 

(B) TYPE: amino acid 
(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: protein 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 42: 

Gin Val Lys Leu Leu Glu Ser Gly Gly Gly Val Val Gin Pro Gly Gly 
15 10 15 

Ser Leu Arg Val Ala Cys Val Ala Ser Gly Phe Thr Phe Arg Asn Phe 
20 25 30 

Gly Met His Trp Val Arg Gin Ala Pro Gly Lys Gly Leu Glu Trp Val 
35 40 45 

Ala Phe He Trp Phe Asp Ala Ser Asn Lys Gly Tyr Gly Asp Ser Val 
50 55 60 

Lys Gly Arg Phe Thr Val Ser Arg Asp Asn Ser Lys Asn Thr Leu Tyr 
65 70 75 80 

Leu Gin Met Asn Gly Leu Arg Ala Glu Asp Thr Ala Val Tyr Tyr Cys 

85 90 95 

Ala Arg Glu Lys Ala Val Arg Gly He Ser Arg Tyr Asn Tyr Tyr Met 
100 105 HO 

Asp Val Trp Gly Lys Gly Thr Thr Val Thr Val Ser Ser 
115 120 125 

(2) INFORMATION FOR SEQ ID NO: 43: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 315 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEDNESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: cDNA to mRNA 



(iii) HYPOTHETICAL: NO 

(iv) ANTI-SENSE: NO 

(v) FRAGMENT TYPE: N-terminal 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo sapiens 

(C) INDIVIDUAL ISOLATE: hyperimmune Rhesus D donor 

(D) DEVELOPMENTAL STAGE: adult 

(E) HAPLOTYPE: diploid 
(G) CELL TYPE: lymphocyre 

(vii) IMMEDIATE SOURCE: 

(A) LIBRARY: cDNA library, LD2 

(B) CLONE: LD2-14 

(viii) POSITION IN GENOME: 

(A) CHROMOSOME /SEGMENT: chromosome 2 

(B) MAP POSITION: pll 

(C) UNITS: Chromosome band number 

(ix) FEATURE: 

(A) NAME /KEY: CDS 

(B) LOCATION: 1. .315 . 

(D) OTHER INFORMATION: /product= "Immunoglobulin, Fao 

(ix) FEATURE: 

(A) NAME/KEY: CDR1, CDR2 , CDR3 

(B) LOCATION: join (64. .96, 142.. 162, 259.-285) 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 43: 

GTG ATG ACC CAG TCT CCA TCC TCC CTG TCT GCA TCT GTG GGA GAC AGA 48 
Va? Se? Th? Gin Ser Pro Ser Ser Leu Ser Ala Ser Val Gly Asp Arg 
1 5 1° 15 

GTC ACC ATC ACT TGC CGG GCA AGT CAG AGC ATT ATC AAC AAT TTA AAT 
Val Thr lie Thr Cys Arg Ala Ser Gin Ser He He Asn Asn Leu Asn 
20 25 30 

TGG TAT CAG CAG AAA CCA GGC AAA GCC CCT GAA CTC CTG ATC TAT GCT 
Trp Tyr Gin Gin Lys Pro Gly Lys Ala Pro Glu Leu Leu He Tyr Ala 
35 40 45 

GCA TCC AGT TTG CAA AGT GGG GTC CCT TCA AGG TTC CGT GGC AGT GGA 192 
Ala Ser Ser Leu Gin Ser Gly Val Pro Ser Arg Phe Arg Gly Ser Gly 
50 55 60 

TCT GGG AGA GAT TTC ACT CTC ACC GTC ACC AGT CTG CAA CCT GAA GAT 240 
Ser Gly Arg Asp Phe Thr Leu Thr Val Thr Ser Leu Gin Pro Glu Asp 
65 70 75 »u 

TTT GCA ACT TAC TAC TGT CAA CAG AGT TAC AGT ACC CTG TGG ACG TTC 

85 



TTT GCA ACT TAC TAC TGT CAA tAt, m^j. — IT" 

Phe Ala Thr Tyr Tyr Cys Gin Gin Ser Tyr Ser Thr Leu Trp Thr Phe 

90 95 



96 



144 



288 



GGC CAA GGG ACC AAG GTG GAA ATC AAA 
Gly Gin Gly Thr Lys Val Glu He Lys 
100 105 



315 



(2) INFORMATION FOR SEQ ID NO: 44: 



* (i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 105 amino acids 

(B) TYPE: amino acid 
( D ) TOPOLOGY : 1 inear 

(ii) MOLECULE TYPE: protein 

(Xi) SEQUENCE DESCRIPTION: SEQ ID NO: 44: 

Val Met Thr Gin Ser Pro Ser Ser Leu Ser Ala Ser Val Gly Asp Arg 
1 5 10 15 

Val Thr lie Thr Cys Arg Ala Ser Gin Ser He He Asn Asn Leu Asn 
20 25 30 

Trp Tvr Gin Gin Lys Pro Gly Lys Ala Pro Glu Leu Leu He Tyr Ala 
35 40 45 

Ala Ser Ser Leu Gin Ser Gly Val Pro Ser Arg Phe Arg Gly Ser Gly 
50 55 60 

Ser Gly Arg Asp Phe Thr Leu Thr Val Thr Ser Leu Gin Pro Glu Asp 
65 70 75 80 

Phe Ala Thr Tyr Tyr Cys Gin Gin Ser Tyr Ser Thr Leu Trp Thr Phe 

85 ^0 95 

Glv Gin Gly Thr Lys Val Glu lie Lys 
100 105 



(2) INFORMATION FOR SEQ ID NO: 45: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 375 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEDNESS: single 

( D ) TOPOLOGY : 1 inear 

(ii) MOLECULE TYPE: cDNA to mRNA 

(iii) HYPOTHETICAL: NO 

(iv) ANTI-SENSE: NO 

(v) FRAGMENT TYPE: N- terminal 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo sapiens 

(C) INDIVIDUAL ISOLATE: hyperimmune Rhesus D donor 

(D) DEVELOPMENTAL STAGE: adult 

(E) HAPLOTYPE: diploid 

(G) CELL TYPE: Peripheral lymphocyte B 

(vii) IMMEDIATE SOURCE: 

(A) LIBRARY: cDNA llibrary 

(B) CLONE: LD2-17 

(viii) POSITION IN GENOME: 

(A) CHROMOSOME /SEGMENT: chromosome 14 

(B) MAP POSITION: q32.43 

(C) UNITS: Chromosome band number 

(ix) FEATURE: 

(A) NAME/KEY: CDS 



(B) LOCATION: 1. .375 . 

(D) OTHER INFORMATION: /product= "Immunoglobulin, Fab" 

(ix) FEATURE: 

(A) NAME /KEY: CDR1, CDR2 , CDR3 

(B) LOCATION: join(91. .105, 148.. 198, 295.-342) 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 45: 

CAG GTG AAA CTG CTC GAG TCT GGG GGA GGC GTG GTC CAG CCG GGG GGG 
Gin Val Lys Leu Leu Glu Ser Gly Gly Gly Val Val Gin Pro Gly Gly 
1 5 10 15 

TCC CTG AGA CTC TCC TGT GTA GCG TCT GGA TTC ACC TTC AGG AGT TAT 
Ser Leu Arg Leu Ser Cys Val Ala Ser Gly Phe Thr Phe Arg Ser Tyr 
20 25 30 

GGC ATG CAC TGG GTC CGC CAG GCT CCA GGC AAG GGC CTG GAG TGG GTG 
Glv Met His Trp Val Arg Gin Ala Pro Gly Lys Gly Leu Glu Trp Val 
* 35 40 45 

GCT TTT ATA TGG TTT GAT GGA AGT AAT AAA GGA TAT GTA GAC TCC GTG 
Ala Phe lie Trp Phe Asp Gly Ser Asn Lys Gly Tyr Val Asp Ser Val 
50 55 60 

AAG GGC CGA TTC ACC ATC TCC CGA GAC AAT TCC AAG AAC ACG CTC TAT 
Lys Gly Arg Phe Thr He Ser Arg Asp Asn Ser Lys Asn Thr Leu Tyr 
65 70 75 so 

CTG CAA ATG AAG AGC CTG AGA GCC GAG GAC ACG GCT GTA TAT TAT TGT 
Leu Gin Met Lys Ser Leu Arg Ala Glu Asp Thr Ala Val Tyr Tyr Cys 

85 9° 95 

GCG AGA GAG AAG GCG CTT CGG GGA ATC AGT AGA TAC AAC TAT TAC CTG 
Ala Arg Glu Lys Ala Leu Arg Gly He Ser Arg Tyr Asn Tyr Tyr Leu 
100 105 HO 

GAC GTC TGG GGC AAG GGG ACC ACG GTC ACC GTC TCC TCA 
Asp Val Trp Gly Lys Gly Thr Thr Val Thr Val Ser Ser 
115 120 125 



(2) INFORMATION FOR SEQ ID NO: 46: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 125 amino acids 

(B) TYPE: amino acid 
(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: protein 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 46: 

Gin Val Lys Leu Leu Glu Ser Gly Gly Gly Val Val Gin Pro Gly Gly 

1 5 

Ser Leu Arg Leu Ser Cys Val Ala Ser Gly Phe Thr Phe Arg Ser Tyr 
20 25 30 

Gly Met His Trp Val Arg Gin Ala Pro Gly Lys Gly Leu Glu Trp Val 
35 40 45 

Ala Phe He Trp Phe Asp Gly Ser Asn Lys Gly Tyr Val Asp Ser Val 
50 55 60 



Lys Gly Arg Phe Thr He Ser Arg Asp Asn Ser Lys Asn Thr Leu Tyr 

65 70 
Leu Gin Met Lys Ser Leu Arc, Ala Glu Asp Thr Ala val Tyr Tyr cys 

Ala Arc, Glu Lys Ala Led Ar 9 Gly lie Ser Arg Tyr Asn Tyr Tyr Leu 

100 10!> 

Asp val Trp Gly Lys Gly Thr Thr Val Thr Val Ser Ser 
115 120 

(2) INFORMATION FOR SEQ ID NO: 47: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 315 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEDNESS : single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: cDNA to mRNA 

(iii) HYPOTHETICAL: NO 

(iv) ANTI-SENSE: NO 

(v) FRAGMENT TYPE: N-terminal 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo sapiens 
C INDIVIDUAL ISOLATE: hyperimmune Rhesus D donor 

(D) DEVELOPMENTAL STAGE: adult 

(E) HAPLOTYPE: diploid 

(G) CELL TYPE: Peripheral lymphocyte B 

fvii) IMMEDIATE SOURCE: 

(A) LIBRARY: cDNA library, LD2 

(B) CLONE: LD2-17 

fviii) POSITION IN GENOME: 

K 1 (A) CHROMOSOME/ SEGMENT: chromosome 2 

(B) MAP POSITION: pll 

(C) UNITS: Chromosome band number 

(ix) FEATURE: 

(A) NAME/KEY: CDS 

$ O^ER^SfO^tLh: /product- "I M unoc,lobulin, Fab" 

/ j Y \ "FILATURE * 

(A) NAME/KEY: CDR1, CDR2 , CDR3 

(B) LOCATION: join(64.. 96, 142.. 162, 259.. 285) 
(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 47: 

ZL S S SK s s s s s s s ss ss i s 
SS !£ s s T i s s S S2 E S £ s s s s 

20 25 



48 



96 



65 70 75 80 



TTT GCG ACT TAC TAC TGT CAA CAG AGT TAC AGT GCC CCT TGG ACG TTC 
Phe Ala Thr Tyr Tyr Cys Gin Gin Ser Tyr Ser Ala Pro Trp Thr Phe 

85 90 



GGC CAA GGG ACC AAG CTG GAA ATC AAA 
Gly Gin Gly Thr Lys Leu Glu lie Lys 
100 105 

(2) INFORMATION FOR SEQ ID NO: 48: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 105 amino acids 

(B) TYPE: amino acid 
(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: protein 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 48: 

Val Met Thr Gin Ser Pro Phe Ser Leu Ser Ala Ser Val Gly Asp Arg 
1 5 10 15 

Val Thr lie Thr Cys Arg Ala Ser Gin Asn He Arg Ser Phe Leu Ser 

25 30 



20 



Tro Tvr Gin Gin Lys Pro Gly Thr Ala Pro Lys Leu Leu He Tyr Ala 
35 40 45 

Ala Ser Arg Leu Gin Ser Gly Val Pro Ser Arg Phe Ser Gly Ser Gly 
50 55 60 

Ser Gly Thr Asp Phe Thr Leu Thr He Ser Thr Leu Gin Pro Glu Asp 
65 70 75 80 

Phe Ala Thr Tyr Tyr Cys Gin Gin Ser Tyr Ser Ala Pro Trp Thr Phe 

85 90 95 



TGG TAT CAG CAG AAA CCA GGG ACA GCC CCT AAG CTC CTG ATC TAT GCT 144 
Trc Tvr Gin Gin Lys Pro Gly Thr Ala Pro Lys Leu Leu He Tyr Ala 
35 40 45 

GCA TCC AGG TTG CAA AGT GGG GTC CCA TCA AGG TTC AGT GGC AGT GGG 192 
Ala sS Arg Leu Gin Ser Gly Val Pro Ser Arg Phe Ser Gly Ser Gly 
50 55 60 

TCT GGG ACA GAT TTC ACT CTC ACC ATC AGC ACT CTG CAA CCT GAA GAT 240 
sir G?y T"hr Asp Phe Thr Leu Thr He Ser Thr Leu Gin Pro Glu Asp 



288 



315 



Gly Gin Gly Thr Lys Leu Glu lie Lys 
100 105 

(2) INFORMATION FOR SEQ ID NO: 49: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 375 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEDNESS : single 

(D) TOPOLOGY : linear 

(ii) MOLECULE TYPE: cDNA to mRNA 
(iii) HYPOTHETICAL: NO 



(iv) ANTI-SENSE: NO 

(v) FRAGMENT TYPE: N-terminal 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo sapiens 

(C) INDIVIDUAL ISOLATE: hyperimmune Rhesus D donor 

(D) DEVELOPMENTAL STAGE: adult 

(E) HAPLOTYPE: diploid 

(G) CELL TYPE: Peripheral lymphocyte B 

(vii) IMMEDIATE SOURCE: 

(A) LIBRARY: cDNA library LD2 

(B) CLONE: LD2-20 

(viii) POSITION IN GENOME: 

(A) CHROMOSOME/ SEGMENT: chromosome 14 

(B) MAP POSITION: q32.3 

(C) UNITS: Chromosome band number 

(ix) FEATURE: 

(A) NAME /KEY: CDS 

(B) LOCATION: 1. .375 

(D) OTHER INFORMATION : /product= "Immunoglobulin, F 

(ix) FEATURE: 

(A) NAME /KEY: CDR1, CDR2 , CDR3 

(B) LOCATION: join(91. .105, 148.. 198, 295.-342) 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 49: 

CAG GTG AAA CTG CTC GAG TCT GGG GGA GGC GTG GTC CAG CCG GGG GGG 
Gin Val Lys Leu Leu Glu Ser Gly Gly Gly Val Val Gin Pro Gly Gly 
1 5 10 15 

TCC CTG AGA CTC TCC TGT GTA GCG TCT GGA TTC ACC TCC AGG AGT TAT 
Ser Leu Arg Leu Ser Cys Val Ala Ser Gly Phe Thr Ser Arg Ser Tyr 
20 25 30 

GGC ATG CAC TGG GTC CGC CAG GCT CCA GGC AAG GGC CTG GAG TGG GTG 
Gly Met His Trp Val Arg Gin Ala Pro Gly Lys Gly Leu Glu Trp Val 
50 55 60 

GCT TTT ATA TGG TTT GAT GGA AGT AAT AAA GGA TAT GTA GAC TCC GTG 
Ala Phe lie Trp Phe Asp Gly Ser Asn Lys Gly Tyr Val Asp Ser Val 
65 70 75 80 

AAG GGC CGA TTC ACC ATC TCC CGA GAC AAT TCC AAG AAC ACG CTC TAT 
Lvs Gly Arg Phe Thr He Ser Arg Asp Asn Ser Lys Asn Thr Leu Tyr 

85 9° 95 

CTG CAA ATG AAG AGC CTG AGA GCC GAG GAC ACG GCT GTA TAT TAT TGT 
Leu Gin Met Lys Ser Leu Arg Ala Glu Asp Thr Ala Val Tyr Tyr Cys 
100 105 HO 

GCG AGA GAG AAG GCG CTT CGG GGA ATC AGT AGA TAC AAC TAT TAC CTG 
Ala Arg Glu Lys Ala Leu Arg Gly He Ser Arg Tyr Asn Tyr Tyr Leu 
205 210 215 

GAC GTC TGG GGC AAG GGG ACC ACG GTC ACC GTC TCC TCA 
Asp Val Trp Gly Lys Gly Thr Thr Val Thr Val Ser Ser 
115 120 125 



(2) INFORMATION FOR SEQ ID NO: 50: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 125 amino acids 

(B) TYPE: amino acid 
(D) TOPOLOGY:* linear 

(ii) MOLECULE TYPE: protein 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 50: 

Gin val Lys Leu Leu Glu Ser Gly Gly Gly Val Val Gin Pro Gly Gly 

1 5 

Ser Leu Arg Leu Ser Cys Val Ala Ser Gly Phe Thr Ser Arg Ser Tyr 
20 25 

Gly Met His Trp Val Arg Gin Ala Pro Gly Lys Gly Leu Glu Trp Val 

35 40 
Ala Phe He Trp Phe Asp Gly Ser Asn Lys Gly Tyr Val Asp Ser Val 
50 55 60 

Lys Gly Arg Phe Thr He Ser Arg Asp Asn Ser Lys Asn Thr Leu Tyr 
65 70 75 80 

Leu Gin Met Lys Ser Leu Arg Ala Glu Asp Thr Ala Val Tyr Tyr Cys 

85 90 

Ala Arg Glu Lys Ala Leu Arg Gly lie Ser Arg Tyr Asn Tyr Tyr Leu 

Asp Val Trp Gly Lys Gly Thr Thr Val Thr Val Ser Ser 
1X 5 120 

(2) INFORMATION FOR SEQ ID NO: 51: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 315 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEDNESS: single 

( D ) TOPOLOGY : 1 inear 

(ii) MOLECULE TYPE: cDNA to mRNA 

(iii) HYPOTHETICAL: NO 
(iv) ANTI-SENSE: NO 

(v) FRAGMENT TYPE: N-teriainal 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo sapiens rt> _ 

(C) INDIVIDUAL ISOLATE: hyperimmune Rhesus D donor 

(D) DEVELOPMENTAL STAGE: adult 

(E) HAPLOTYPE: diploid 

(G) CELL TYPE: Peripheral lymphocyte B 

(vii) IMMEDIATE SOURCE: 

(A) LIBRARY: cDNA library, LD2 

(B) CLONE: LD2-20 

(viii) POSITION IN GENOME: 



(A) CHROMOSOME/ SEGMENT: chromosome 2 

(B) MAP POSITION: pll 

(C) UNITS: Chromosome band number 



(ix) FEATURE: 

(A) NAME /KEY: CDS 

(B) LOCATION: 1. .315 

(D) OTHER INFORMATION :/product= "Immunoglobulin, Fab 

(ix) FEATURE: 

(A) NAME /KEY: CDR1, CDR2 , CDR3 

(B) LOCATION: join ( 64 . .96, 142.. 162, 259.-285) 



GGC CCT GGG ACC AAA GTG GAT ATC AAA 
Glv Pro Gly Thr Lys Val Asp lie Lys 
100 105 



48 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 51: 

3TG ATG ACC CAG TCT CCA TCC TCC CTG TCT GCA TCT GTA GGA GAC AGA 
Val Met Thr Gin Ser Pro Ser Ser Leu Ser Ala Ser Val Gly Asp Arg 
1 5 10 15 

-TC ACC ATC ACT TGC CGG GCA AGT CAG AGC ATT AGC AGC TAT TTA AAT 96 
Val Thr lie Thr Cys Arg Ala Ser Gin Ser He Ser Ser Tyr Leu Asn 
20 25 30 

TGG TAT CAG CAG AAA CCA GGG AAA GCC CCT AAG CTC CTG ATC TAT GCT 144 
TrTJ Tvr Gin Gin Lys Pro Gly Lys Ala Pro Lys Leu Leu He Tyr Ala 
35 40 45 

GCA TCC AGT TTG CAA AGT GGG GTC CCA TCA AGG TTC AGT GGC AGT GGA 192 
Ala Ser Ser Leu Gin Ser Gly Val Pro Ser Arg Phe Ser Gly Ser Gly 
50 55 60 

TCT GGG ACA GAT TTC ACT CTC ACC ATC AGC AGT CTG CAA CCT GAA GAT 240 
Ser Gly Thr Asp Phe Thr Leu Thr He Ser Ser Leu Gin Pro Glu Asp 
65 70 75 80 

TTT GCA ACT TAC TAC TGT CAA CAG AGT TAC AGT ACC CGA TTC ACT TTC 288 
Phe Ala Thr Tyr Tyr Cys Gin Gin Ser Tyr Ser Thr Arg Phe Thr Phe 

85 90 95 



315 



(2) INFORMATION FOR SEQ ID NO: 52: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 105 amino acids 

(B) TYPE: amino acid 
(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: protein 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 52: 

Val Met Thr Gin Ser Pro Ser Ser Leu Ser Ala Ser Val Gly Asp Arg 
l 5 10 15 




Ala Ser Ser Leu Gin Ser Gly Val Pro Ser Arg Phe Ser Gly Ser Gly 
50 55 60 

Ser Gly Thr Asp Phe Thr Leu Thr lie Ser Ser Leu Gin Pro Glu Asp 
65 70 75 80 

Phe Ala Thr Tyr Tyr Cys Gin Gin Ser Tyr Ser Thr Arg Phe Thr Phe 

85 ' 90 95 

Gly Pro Gly Thr Lys Val Asp lie Lys 
100 105 

(2) INFORMATION FOR SEQ ID NO: 53: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 384 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEDNESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: cDNA to mRNA 

(iii) HYPOTHETICAL: NO 

(iv) ANTI-SENSE: NO 

(v) FRAGMENT TYPE: N-terminal 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo sapiens 

(C) INDIVIDUAL ISOLATE: hyperimmune Rhesus D donor 

(D) DEVELOPMENTAL STAGE: adult 

(E) HAPLOTYPE: diploid 

(G) CELL TYPE: Peripheral lymphocyte B 

(vii) IMMEDIATE SOURCE: 

(A) LIBRARY: cDNA library, LD1 

(B) CLONE: LD1-6-17 

(viii) POSITION IN GENOME: 

(A) CHROMOSOME/ SEGMENT: chromosome 14 

(B) MAP POSITION: q32.3 

(C) UNITS: Chromosome band number 

(ix) FEATURE: 

(A) NAME/KEY: CDS 

(B) LOCATION: 1. .384 

(D) OTHER INFORMATION: /product= "Immunoglobulin, Fab" 

(ix) FEATURE: 

(A) NAME/KEY: CDR1, CDR2 , CDR3 

(B) LOCATION: join (91. .105, 148. .198, 295. .351) 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 53: 

CAG GTG AAA CTG CTC GAG TCT GGG GGA GGC GTG GTC CAG CCT GGG AGG 

Gin Val Lys Leu Leu Glu Ser Gly Gly Gly Val Val Gin Pro Gly Arg 

15 10 15 

TCC CTG AGA CTT TCC TGT GCA GCG TCT GGA TTT ACC TTC AGT AGC TAT 

Ser Leu Arg Leu Ser Cys Ala Ala Ser Gly Phe Thr Phe Ser Ser Tyr 

20 25 30 



GGC ATG CAC TGG GTC CGC CAG GOT CCA GGC AAG GGG CTG GAG TGG GTG 144 
Gly Met His Trp Val Arg Gin Ala Pro Gly Lys Gly Leu Glu Trp Val 
• 35 40 45 

GCA GAT ATA TGG TTT GAT GGA GGT AAT AAA CAT TAT GCA GAC TTC GTG 192 
Ala Asp He Trp Phe Asp Gly Gly Asn Lys His Tyr Ala Asp Phe Val 
50 55 60 

AAG GGC CGA TTC ACC ATC TCC AGA GAC AAT TCC AAG AAC ACG GTG TAT 240 
Lys Gly Arg Phe Thr He Ser Arg Asp Asn Ser Lys Asn Thr Val Tyr 
65 70 75 80 

CTA CAA ATG AAC AGC CTG AGA GTC GAG GAC ACG GCT GTG TAT TAC TGT 288 
Leu Gin Met Asn Ser Leu Arg Val Glu Asp Thr Ala Val Tyr Tyr Cys 

85 90 95 

GCG AGG GAT TAC TAT AGC GTT ACT AAG AAA CTC AGA CTC CAC TAC TAC 3 36 

Ala Arg Asp Tyr Tyr Ser Val Thr Lys Lys Leu Arg Leu His Tyr Tyr 
100 105 HO 

TAC TAC ATG GAC GTC TGG GGC AAA GGG ACC ACG GTC ACC GTC TCC TCA 384 
Tyr Tyr Met Asp Val Trp Gly Lys Gly Thr Thr Val Thr Val Ser Ser 
220 225 230 

(2) INFORMATION FOR SEQ ID NO: 54: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 128 amino acids 

(B) TYPE: amino acid 
(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: protein 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 54: 

Gin Val Lys Leu Leu Glu Ser Gly Gly Gly Val Val Gin Pro Gly Arg 
1 5 10 15 

Ser Leu Arg Leu Ser Cys Ala Ala Ser Gly Phe Thr Phe Ser Ser Tyr 
20 25 30 

Glv Met His Trp Val Arg Gin Ala Pro Gly Lys Gly Leu Glu Trp Val 



35 



Ala Asp He Trp Phe Asp Gly Gly Asn Lys His Tyr Ala Asp Phe Val 
50 55 60 

Lys Gly Arg Phe Thr He Ser Arg Asp Asn Ser Lys Asn Thr Val Tyr 
65 70 75 80 

Leu Gin Met Asn Ser Leu Arg Val Glu Asp Thr Ala Val Tyr Tyr Cys 

85 90 95 

Ala Arg Asp Tyr Tyr Ser Val Thr Lys Lys Leu Arg Leu His Tyr Tyr 
100 105 11° 

Tvr Tyr Met Asp Val Trp Gly Lys Gly Thr Thr Val Thr Val Ser Ser 
115 120 125 

(2) INFORMATION FOR SEQ ID NO: 55: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 315 base pairs 



(B) TYPE: nucleic acid 

(C) STRANDEDNESS : single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: cDNA to mRNA 

(iii) HYPOTHETICAL: NO 

(iv) ANTI-SENSE: NO 

(v) FRAGMENT TYPE: N-terminal 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo sapiens 

(C) INDIVIDUAL ISOLATE: hyperimmune Rhesus D donor 

(D) DEVELOPMENTAL STAGE: adult 

(E) HAPLOTYPE: diploid 

(G) CELL TYPE: Peripheral lymphocyte B 

(vii) IMMEDIATE SOURCE: 

(A) LIBRARY: cDNA library, LD1 

(B) CLONE: LD1-6-17 

(viii) POSITION IN GENOME: 

(A) CHROMOSOME/ SEGMENT: chromosome 2 

(B) MAP POSITION: pll 

(C) UNITS: Chromosome band number 

(ix) FEATURE: 

(A) NAME /KEY : CDS 

(B) LOCATION:!. .315 

(D) OTHER INFORMATION: /product= "Immunoglobulin, Fas 

(ix) FEATURE: 

(A) NAME/KEY: CDR1, CDR2 , CDR3 

(B) LOCATION: join (64. .96, 142.. 162, 259.. 285) 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 55: 

GTG ATG ACC CAG TCT CCA TCC TCC CTG TCT GCA TCT GTA GGA GAC AGA 
Va? Me? Thr Gin Ser Pro Ser Ser Leu Ser Ala Ser Val Gly Asp Arg 
1 5 1° " 

GTC ACC ATC ACT TGC CGG GCA AGT CAG GGC ATT AGA AAT GAT TTA ACC 
Va5 5S lie Thr Cys Arg Ala Ser Gin Gly He Arg Asn Asp Leu Thr 
20 25 30 

TGG TAT CAG CAA AAA CCA GGG AAA GCC CCT AAG CTC CTG ATC TAT GCT 
?rp Tyr Gin Gin Lys Pro Gly Lys Ala Pro Lys Leu Leu He Tyr Ala 
35 40 

GCA TCC AAT TTA CAA AGT GGG GTC CCA TCA AGG TTC AGC GGC AGT GGA 
Ala Ser Asn Leu Gin Ser Gly Val Pro Ser Arg Phe Ser Gly Ser Gly 
50 55 60 

TCT GGC ACA GAT TTC ACT CTC ACC ATC AGC AGC CTG CAG CCT GAA GAT 
Ser G?y Thr Asp Phe Thr Leu Thr He Ser Ser Leu Gin Pro Glu Asp 
65 70 75 

TTT GCA ACT TAT TAC TGT CTA CAA GAT AAC AAT TTC CCG TAC ACT TTT 
Phe Ala Thr Tyr Tyr Cys Leu Gin Asp Asn Asn Phe Pro Tyr Thr Phe 

85 90 9 



48 



96 



144 



192 



240 



288 



GGC CAG GGG 
Gly Gin Gly 



ACC AAG CTG 
Thr Lys Leu 
100 



GAG ATC AAA 
Glu lie Lys 
105 



(2) INFORMATION FOR SEQ ID NO: 56: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 105 amino acids 

(B) TYPE: amino acid 
(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: protein 
(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 56: 

Val Met Thr Gin Ser Pro Ser Ser Leu 
1 5 

Val Thr lie Thr Cys Arg Ala Ser Gin 
20 25 

Trp Tyr Gin Gin Lys Pro Gly Lys Ala 
35 40 

Ala Ser Asn Leu Gin Ser Gly Val Pro 
50 55 

Ser Gly Thr Asp Phe Thr Leu Thr lie 
65 70 

Phe Ala Thr Tyr Tyr Cys Leu Gin Asp 

85 

Gly Gin Gly Thr Lys Leu Glu lie Lys 
100 105 

(2) INFORMATION FOR SEQ ID NO: 57: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 375 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEDNESS : single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: cDNA to mRNA 

(iii) HYPOTHETICAL: NO 
(iv) ANTI-SENSE: NO 

(v) FRAGMENT TYPE: N-terminal 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo sapiens 

(C) INDIVIDUAL ISOLATE: hyperimmune Rhesus D donor 

(D) DEVELOPMENTAL STAGE: adult 

(E) HAPLOTYPE: diploid 

(G) CELL TYPE: Peripheral lymphocyte B 

(vii) IMMEDIATE SOURCE: 

(A) LIBRARY: cDNA library, LD1 and LD2 

(B) CLONE: LD1/2-6-3 



Ser Ala Ser Val Gly Asp Arg 
10 15 

Gly lie Arg Asn Asp Leu Thr 

30 

Pro Lys Leu Leu lie Tyr Ala 
45 

Ser Arg Phe Ser Gly Ser Gly 
60 

Ser Ser Leu Gin Pro Glu Asp 
75 80 

Asn Asn Phe Pro Tyr Thr Phe 
90 95 



(viii) POSITION IN GENOME: 



(A) CHROMOSOME/SEGMENT: chromosome 14 

(B) MAP POSITION: q32.3 

(C) UNITS: Chromosome band number 



(ix) FEATURE: 

(A) NAME /KEY: CDS 

(B) LOCATION: 1. . 375 

(D) OTHER INFORMATION: /product= "Immunoglobulin, Fab" 

(ix) FEATURE: 

(A) NAME /KEY: CDR1, CDR2 , CDR3 

(B) LOCATION: join (91. .105, 148.. 198, 295.-342) 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 57: 

CAG GTG AAA CTG CTC GAG TCT GGG GGA GGC GTG GTC CAG CCG GGG GGG 48 
Gin Val Lys Leu Leu Glu Ser Gly Gly Gly Val Val Gin Pro Gly Gly 
1 5 10 15 

TCC CTG AGA GTC GCC TGT GTA GCG TCT GGA TTC ACC TTC AGG AAT TTT 96 
ser Leu Arg Val Ala Cys Val Ala Ser Gly Phe Thr Phe Arg Asn Phe 
20 25 30 

GGC ATG CAC TGG GTC CGC CAG GCT CCA GGC AAG GGG CTG GAG TGG GTG 144 
Gly Met His Trp Val Arg Gin Ala Pro Gly Lys Gly Leu Glu Trp Val 
35 40 45 

GCT TTT ATT TGG TTT GAT GCA AGT AAT AAA GGA TAT GGA GAC TCC GTT 192 
Ala Phe He Trp Phe Asp Ala Ser Asn Lys Gly Tyr Gly Asp Ser Val 
50 55 60 

AAG GGC CGA TTC ACC GTC TCC AGA GAC AAT TCC AAG AAC ACG CTC TAT 24 0 

Lvs Gly Arg Phe Thr Val Ser Arg Asp Asn Ser Lys Asn Thr Leu Tyr 
65 70 75 80 

CTG CAA ATG AAC GGC CTG AGA GCC GAA GAC ACG GCT GTA TAT TAT TGT 288 
Leu Gin Met Asn Gly Leu Arg Ala Glu Asp Thr Ala Val Tyr Tyr Cys 

85 90 95 

GCG AGA GAG AAG GCG GTT CGG GGA ATT AGT AGA TAC AAC TAC TAC ATG 33 6 

Ala Arg Glu Lys Ala Val Arg Gly He Ser Arg Tyr Asn Tyr Tyr Met 
100 105 HO 

GAC GTC TGG GGC AAG GGG ACC ACG GTC ACC GTC TCC TCA 375 
Asp Val Trp Gly Lys Gly Thr Thr Val Thr Val Ser Ser 
115 120 125 



(2) INFORMATION FOR SEQ ID NO: 58: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 125 amino acids 

(B) TYPE: amino acid 
(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: protein 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 58: 

Gin Val Lys Leu Leu Glu Ser Gly Gly Gly Val Val Gin Pro Gly Gly 
15 10 15 

Ser Leu Arg Val Ala Cys Val Ala Ser Gly Phe Thr Phe Arg Asn Phe 
20 25 30 



Arg Gin Ala Pro Gly Lys Gly Leu Glu Trp Val 
40 45 

Asp Ala Ser Asn Lys Gly Tyr Gly Asp Ser Val 
55 60 

Val' Ser Arg Asp Asn Ser Lys Asn Thr Leu Tyr 
70 75 80 

Leu Arg Ala Glu Asp Thr Ala Val Tyr Tyr Cys 

90 95 

Val Arg Gly lie Ser Arg Tyr Asn Tyr Tyr Met 
105 110 

Gly Thr Thr Val Thr Val Ser Ser 
120 125 

SEQ ID NO: 59: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 315 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEDNESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: cDNA to mRNA 

(iii) HYPOTHETICAL: NO 

(iv) ANTI-SENSE: NO 

(v) FRAGMENT TYPE: N-terminal 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo sapiens 

(C) INDIVIDUAL ISOLATE: hyperimmune Rhesus D donor 

(D) DEVELOPMENTAL STAGE: adult 

(E) HAPLOTYPE: diploid 

(G) CELL TYPE: Peripheral lymphocyte B 

(vii) IMMEDIATE SOURCE: 

(A) LIBRARY: cDNA library, LD1 and LD2 

(B) CLONE: LD1/2-6-3 

(viii) POSITION IN GENOME: 

(A) CHROMOSOME/ SEGMENT: chromosome 2 

(B) MAP POSITION: pll 

(C) UNITS: Chromosome band number 

(ix) FEATURE: 

(A) NAME /KEY: CDS 

( B ) LOCATION : 1 • • 3 1 5 

(D) OTHER INFORMATION: /product= "Immunoglobulin, Fab 

(ix) FEATURE : 

(A) NAME/KEY: CDR1, CDR2 , CDR3 

(B) LOCATION: join (64. .96, 142.. 162, 259.. 285) 



Hy Met His Trp Val 
35 

ila Phe lie Trp Phe 
50 

ays Gly Arg Phe Thr 
65 

jeu Gin Met Asn Gly 

85 



ila Arg Glu Lys Ala 
100 

^sp Val Trp Gly Lys 
115 

[2) INFORMATION FOR 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 59: 



-TG ATG ACC CAG TCT CCA TCC TCC CTG TCT GCA TCT GTA GGA GAC AGA 48 
/al Met Thr Gin Ser Pro Ser Ser Leu Ser Ala Ser Val Gly Asp Arg 
15 10 15 

"PC ACC ATC ACT TGC CGG GCA AGT CAG AGC ATT ATC AGA TAT TTA AAT 96 
7al Thr lie Thr Cys Arg Ala Ser Gin Ser He He Arg Tyr Leu Asn 
20 25 30 

rGG TAT CAG CAC AAA CCA GGG AAA GCC CCT AAG CTC CTG ATC CAT ACT 144 
£2 ?yr Sn His Lys Pro Gly Lys Ala Pro Lys Leu Leu He His Thr 
r 40 45 



35 



3CA TCC AGT TTG CAA AGT GGG GTC CCG TCA AGG TTC AGT GGC AGT GTA 192 
Kit Ser Ser Leu Gin Ser Gly Val Pro Ser Arg Phe Ser Gly Ser Val 
50 55 60 

TCT GGG ACA GAT TTC ACT CTC ACC ATC AGC AGT CTG CAA CCT GAA GAT 240 
s2 cty Thr Asp Phe Thr Leu Thr He Ser Ser Leu Gin Pro Glu Asp 
65 70 75 80 

TTT GCA ACT TAC TAC TGT CAA CAG AGT TAC ACT ACC CCG TAC ACT TTT 288 
£££ A 5a Thr Tyr Tyr Cys Gin Gin Ser Tyr Thr Thr Pro Tyr Thr Phe 

85 90 *° 

GGC CAG GGG ACC AAG CTG CAG ATC AAA 315 
Glv Gin Gly Thr Lys Leu Gin He Lys 
y 100 105 



(2) INFORMATION FOR SEQ ID NO: 60: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 105 amino acids 

(B) TYPE: amino acid 
(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: protein 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 60: 

Val Met Thr Gin Ser Pro Ser Ser Leu Ser Ala Ser Val Gly Asp Arg 
1 5 1° 15 

Val Thr He Thr Cys Arg Ala Ser Gin Ser He He Arg Tyr Leu Asn 
20 25 30 

Trp Tyr Gin His Lys Pro Gly Lys Ala Pro Lys Leu Leu He His Thr 

35 40 45 

Ala Ser Ser Leu Gin Ser Gly Val Pro Ser Arg Phe Ser Gly Ser Val 
50 55 60 

Ser Gly Thr Asp Phe Thr Leu Thr He Ser Ser Leu Gin Pro Glu Asp 
65 70 75 

Phe Ala Thr Tyr Tyr Cys Gin Gin Ser Tyr Thr Thr Pro Tyr Thr Phe 

85 90 

Gly Gin Gly Thr Lys Leu Gin He Lys 
100 105 

(2) INFORMATION FOR SEQ ID NO: 61: 



(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 375 base pairs 



(B) TYPE: nucleic acid 

(C) STRAND EDNESS : single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: cDNA to inRNA 

(iii) HYPOTHETICAL: NO 

(iv) ANTI-SENSE: NO 

(v) FRAGMENT TYPE: N-terminal 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo sapiens 

(C) INDIVIDUAL ISOLATE: hyperimmune Rhesud D donor 

(D) DEVELOPMENTAL STAGE: adult 

(E) HAPLOTYPE: diploid 

(G) CELL TYPE: Peripheral lymphocyte B 

(vii) IMMEDIATE SOURCE: 

(A) LIBRARY: cDNA library, LD1 and LD2 

(B) CLONE: LD1/2-2-33 

(viii) POSITION IN GENOME: 

(A) CHROMOSOME/ SEGMENT: chromosome 14 

(B) MAP POSITION: q32.3 

(C) UNITS: Chromosome band number 

(ix) FEATURE: 

(A) NAME /KEY : CDS 

(B) LOCATION: 1. -375 . 

(D) OTHER INFORMATION: /product= "Immunoglobulin, f 

(ix) FEATURE: 

(A) NAME /KEY: CDR1, CDR2 , CDR3 

(B) LOCATION: join (91. - 105, 148.. 198, 295.. 342) 



(Xi) SEQUENCE DESCRIPTION: SEQ ID NO: 61: 

-AG GTG AAA CTG CTC GAG TCT GGG GGA GGC GTG GTC CAG CCG GGG GGG 48 
iln Val Lys Leu Leu Glu Ser Gly Gly Gly Val Val Gin Pro Gly Gly 
1 5 10 15 

TCC CTG AGA GTC GCC TGT GTA GCG TCT GGA TTC ACC TTC AGG AAT TTT 96 
Ser Leu Arg Val Ala Cys Val Ala Ser Gly Phe Thr Phe Arg Asn Phe 
20 25 30 

GGC ATG CAC TGG GTC CGC CAG GCT CCA GGC AAG GGG CTG GAG TGG GTG 144 
Gly Met His Trp Val Arg Gin Ala Pro Gly Lys Gly Leu Glu Trp Val 
35 40 45 

GCT TTT ATT TGG TTT GAT GCA AGT AAT AAA GGA TAT GGA GAC TCC GTT 192 
Ala Phe He Trp Phe Asp Ala Ser Asn Lys Gly Tyr Gly Asp Ser Val 
50 55 60 



AAG GGC CGA TTC ACC GTC TCC AGA GAC AAT TCC AAG AAC ACG CTC TAT 240 
Lys Gly Arg Phe Thr Va] ~ m 

65 70 



Lys Gly Arg Phe Thr Val Ser Arg Asp Asn Ser Lys Asn Thr Leu Tyr 



CTG CAA ATG AAC GGC CTG AGA GCC GAA GAC ACG GCT GTA TAT TAT TGT 288 

85 



CTG CAA ATG AAvJ (jljL nljrt VaV-v- v»**n. win. - 

Leu Gin Met Asn Gly Leu Arg Ala Glu Asp Thr Ala Val Tyr Tyr Cys 

90 9!> 



JCG AGA GAG AAG GCG GTT CGG GGA ATT AGT AGA TAG AAC TAG TAC ATG 
da Arg Glu Lys Ala Val Arg Gly lie Ser Arg Tyr Asn Tyr Tyr Met 
100 105 110 



;ac GTC TGG ggc AAG ggg acc acg GTC acc GTC tcc TCA 
isp Val Trp Gly Lys Gly Thr Thr Val Thr Val Ser Ser 
115 120 125 



[2) INFORMATION FOR SEQ ID NO: 62: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 125 amino acids 

(B) TYPE: amino acid 
(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: protein 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 62: 

;ln Val Lys Leu Leu Glu Ser Gly Gly Gly Val Val Gin Pro Gly Gly 
15 10 15 

3er Leu Arg Val Ala Cys Val Ala Ser Gly Phe Thr Phe Arg Asn Phe 
20 25 30 

Sly Met His Trp Val Arg Gin Ala Pro Gly Lys Gly Leu Glu Trp Val 
35 40 45 

Via Phe lie Trp Phe Asp Ala Ser Asn Lys Gly Tyr Gly Asp Ser Val 
50 55 60 

LYS Gly Arg Phe Thr Val Ser Arg Asp Asn Ser Lys Asn Thr Leu Tyr 
65 70 75 80 

Leu Gin Met Asn Gly Leu Arg Ala Glu Asp Thr Ala Val Tyr Tyr Cys 

85 90 95 

Ma Arg Glu Lys Ala Val Arg Gly lie Ser Arg Tyr Asn Tyr Tyr Met 
100 105 110 

\sp Val Trp Gly Lys Gly Thr Thr Val Thr Val Ser Ser 
115 120 125 

(2) INFORMATION FOR SEQ ID NO: 63: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 315 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEDNESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: cDNA to mRNA 

(iii) HYPOTHETICAL: NO 

(iv) ANTI-SENSE: NO 

(v) FRAGMENT TYPE: N-terminal 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo sapiens 

(C) INDIVIDUAL ISOLATE: hyperimmune Resus D donor 

(D) DEVELOPMENTAL STAGE: adult 

(E) HAPLOTYPE: diploid 



(G) CELL TYPE: Peripheral lymphocyte B 



*(vii) IMMEDIATE SOURCE: 

(A) LIBRARY: cDNA library, LD1 and LD2 

(B) CLONE: LD1/ 2-6-33 

(viii) POSITION IN GENOME : 

(A) CHROMOSOME /SEGMENT: chromosome 2 

(B) MAP POSITION: pll 

(C) UNITS: Chromosome band number 

(ix) FEATURE: 

(A) NAME/KEY: CDS 

(B) LOCATION: 1. .315 

(D) OTHER INFORMATION: /product= "Immunoglobulin, Fab 

(ix) FEATURE: 

(A) NAME/KEY: CDR1, CDR2 , CDR3 

(B) LOCATION: join (64. .96, 142.. 162, 259.. 285) 



3GC CAG GGG ACC AAG CTG CAG ATC AAA 
Sly Gin Gly Thr Lys Leu Gin lie Lys 
100 105 



48 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 63: 

JTG ATG ACC CAG TCT CCA TCC TTC CTG TCT GCA TCT GTA GGA GAC AGA 
r al Met Thr Gin Ser Pro Ser Phe Leu Ser Ala Ser Val Gly Asp Arg 
1 5 10 15 

•TC ACC ATC ACT TGC CGG GCA AGT CAG AGC ATT ATC AGA TAT TTA AAT 96 
ral Thr lie Thr Cys Arg Ala Ser Gin Ser He He Arg Tyr Leu Asn 
20 25 30 

^GG TAT CAG CAC AAA CCA GGG AAA GCC CCT AAG CTC CTG ATC CAT GCT 144 
v D Tvr Gin His Lys Pro Gly Lys Ala Pro Lys Leu Leu He His Ala 
35 40 45 

'CA TCC AGT TTG CAA AGT GGG GTC CCG TCA AGG TTC AGT GGC AGT GTA 192 
Ua Ser Ser Leu Gin Ser Gly Val Pro Ser Arg Phe Ser Gly Ser Val 
50 55 60 

r»CT GGG ACA GAT TTC ACT CTC ACC ATC AGC AGT CTG CAA CCT GAA GAT 240 
ier Gly Thr Asp Phe Thr Leu Thr He Ser Ser Leu Gin Pro Glu Asp 
65 70 75 80 

PTT GCA ACT TAC TAC TGT CAA CAG AGT TAC ACT ACC CCG TAC ACT TTT 288 
>he Ala Thr Tyr Tyr Cys Gin Gin Ser Tyr Thr Thr Pro Tyr Thr Phe 

85 90 95 



315 



(2) INFORMATION FOR SEQ ID NO: 64: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 105 amino acids 

(B) TYPE: amino acid 
(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: protein 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 64: 

Val Met Thr Gin Ser Pro Ser Phe Leu Ser Ala Ser Val Gly Asp Arg 
1 5 10 15 



Val Thr He Thr Cys Arg Ala Ser 
20 

Trr> Tvr Gin His Lys Pro Gly Lys 

35 40 

Ala Ser Ser Leu Gin Ser Gly Val 
50 55 

Ser Gly Thr Asp Phe Thr Leu Thr 
65 70 

Phe Ala Thr Tyr Tyr Cys Gin Gin 

85 

Gly Gin Gly Thr Lys Leu Gin He 
100 



Gin Ser He He Arg Tyr Leu Asn 
25 30 

Ala Pro Lys Leu Leu He His Ala 

45 

Pro Ser Arg Phe Ser Gly Ser Val 
60 

He Ser Ser Leu Gin Pro Glu Asp 
75 80 

Ser Tyr Thr Thr Pro Tyr Thr Phe 
90 95 

Lys 
105 



